Sequence : 



1 CLLS 4 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



1586107 seqs, 282547505 residues 



Total number of hits satisfying chosen parameters 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



891005 



Database : 



A_Geneseq_2 9Jan04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2 0 00s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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.0 


12 


4 


AAB70016 


Aab70016 


Mammalian 


21 


21 


100 


.0 


12 


6 


ABR83451 


Abr83451 


HLA epito 


22 


21 


100 
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AAB09109 
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Hepatitis 
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Human sec 
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Sequence : 



1 CLLS 4 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 389414 seqs, 51625971 residues 

Total number of hits satisfying chosen parameters: 264921 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_AA: * 

1: /cgn2_6/ptodata/2/iaa/5A_COMB.pep: * 

2 : /cgn2_6/ptodata/2/iaa/5B_COMB.pep : * 

3 : /cgn2_6/ptodata/2/iaa/6A_COMB.pep: * 

4 : /cgn2_6/ptodata/2/iaa/6B_COMB.pep : * 

5 : /cgn2_6/ptodata/2/iaa/PCTUS_C0MB .pep : * 

6 : /cgn2_6/ptodata/2/iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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0 
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Sequence 


431, App 
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Sequence 


23, Appl 
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-640-86 


Sequence 


86, Appl 
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Sequence 


210, App 


7 


21 


100. 


0 


12 


3 


us 


-09 


-244 


-298A-86 


Sequence 


86, Appl 
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Sequence 


1, Appli 
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100 . 


0 
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Sequence 


91, Appl 
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100. 
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Sequence 


91, Appl 
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100. 
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31 
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us 
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Sequence. 


91, Appl 
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91, Appl 



9 

Z D 


9 1 
Z X 


inn 


a 
. u 


7 1 

O X 


z 


ttc _ nft-^nft-ft^^-Qi 


C^m i pnrp 


91 Annl 


9 

z o 


9 1 
z x 


i on 


n 
• u 


J X 


*a 


tic; - nq _ n49-^t;'3-9flft 


C o ryi iprirp 


2 8 8. Add 




9 1 

£> X 


i on 

X \J \J 


n 
• \j 


J X 


A 
*± 


ITS -0ft-758-417A-136 


Secruence 


136, Add 


9 ft 
z o 


9 1 

Z X 


i on 

X \J \J 


n 


J X 


tr 


prT-TTC99 -1 0 9R 1 - 91 




91 AddI 


9 Q 

Z J7 


9 1 
Z X 


inn 

X v U 


n 




A 
*± 


TTc; _nq_997_'3c:7_99Q 




2 2 8 Add 




9 1 

Z X 


i on 

X U \J 


n 
• \j 




9 
z 


TTC - Oft - 41 1 - 0 9fi - 1 R 

UO UO til \J J O XJ 


CpfTll PT1PP 


15 AddI 


1 


9 1 
z X 


i nn 

x v u 






*± 


TTC - 09-060-999-1 0 


Com] PT1PP 


10 AddI 


6 Z 


9 1 
Z X 


inn 


a 

. U 


*5 7 
J / 


ft 


ttc - nQ-An9-Q9'3zi-i n 

UO Ui7 ftUZ JZJrt 1U 




1 n Annl 




O 1 
Z 1 


inn 

1UU 


A 

. u 


9 Q 


ft 


TTC - HQ - n^fl - OQQ-Q 


C o rri i o n o 
OCLJUCllUC 


Q ZItitiT "i 
-7 # npp X X 




O 1 
Z X 


inn 


. u 


O O 


ft 


Uouyftuz - y z oil - y 




Q Zi'O'nl "i 
2/ z r\U U x x 


tr 
J 3 


9 1 
Z x 


inn 


A 
. U 


O i7 


ft 


Uo v7 UOU Z;7j7~XO 




1 Annl 




9 1 
Z x 


inn 


n 




4 


TTC -09-409-99^A-1 




1 6 Annl 


«5 / 


9 1 
Z X 


inn 


A 
• U 


4 1 

*± X 


1 

X 


TTC-0R-R4ft-R40-94 




94 Annl 

I nUy X 


"3 ft 


9 1 
Z X 


inn 
x u \j 


A 
. \J 


4 1 

f± X 


4 


ttc -09- 904 - 1 R - 1 1 9 

UO U -7 JUt O X — > XXZ 


C p m i ^ n r 1 p 


119 Ann 


J -7 


9 1 
Z X 


inn 


A 
. U 


4 1 

*± X 


c 


PPT -TTC 9 -09R09-94 




94 ZXnnl 


40 


21 


100 


. 0 


44 


2 


US-08-766-858A-14 


Sequence 


14, Appl 


41 


21 


100 


. 0 
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US-08-548-540-93 


Sequence 


93, Appl 


42 


21 


100 


. 0 


45 
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US-08-542-363-18 


Sequence 


18, Appl 


43 


21 


100 


.0 


45 


3 


US-09-100-089-18 


Sequence 


18, Appl 


44 


21 


100 


.0 


45 
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US-09-670-827-18 


Sequence 


18, Appl 


45 


21 


100 


. 0 


45 
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PCT-US96-09809-93 


Sequence 


93, Appl 



Sequence : 1 CLLS 4 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1276540 seqs, 311283816 residues 

Total number of hits satisfying chosen parameters: 533274 

Minimum DB seq length: 0 
Maximum DB seq length: 10 0 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_AA: * 

1 : /cgn2_6/ptodata/2/pubpaa/US07_PUBCOMB .pep : * 

2 : /cgn2_6/ptodata/2/pubpaa/PCT_NEW_PUB.pep: * 

3 : /cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 

4 : /cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB .pep : * 

5 : /cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB .pep : * 

6 : /cgn2_6/ptodata/2/pubpaa/PCTUS_PUBCOMB . pep : * 

7 : /cgn2_6/ptodata/2/pubpaa/US08_NEW_PUB.pep: * 

8 : /cgn2_6/ptodata/2/pubpaa/US08_PUBCOMB .pep : * 

9 : /cgn2_6/ptodata/2/pubpaa/US09A_PUBCOMB . pep : * 
10: / cgn2_6 /pt oda t a/ 2 /pubpaa/US 0 9B_PUBC0MB . pep : * 
11 : / cgn2_6/ptodata/2 /pubpaa/US 09C_PUBCOMB .pep : * 
12 : /cgn2_6/ptodata/2/pubpaa/US09_NEW_PUB.pep: * 
1 3 : / cgn2_6 /pt oda t a/ 2 /pubpaa/US 1 0 A_PUBC0MB . pep : * 
14 : /cgn2_6/ptodata/2/pubpaa/US10B_PUBCOMB.pep:* 
15 : /cgn2_6/ptodata/2/pubpaa/US10C_PUBCOMB.pep: * 
16 : /cgn2_6/ptodata/2/pubpaa/US10_NEW_PUB.pep: * 
17 : /cgn2_6/ptodata/2/pubpaa/US60_NEW_PUB.pep: * 
18 : /cgn2_6/ptodata/2/pubpaa/US60_PUBCOMB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 
Match 


Length DB 


ID 


Description 


1 


21 


100. 0 


4 


9 


US-09-929-924-2 


Sequence 2, Appli 


2 


21 


100.0 


6 


9 


US-09-929-924-4 


Sequence 4, Appli 
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21 


100. 0 
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US-09-929-924-6 


Sequence . 6 , Appli 


4 


21 


100. 0 
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9 


US-09-922-261-431 


Sequence 431, App 
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21 


100.0 
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US-09-929-924-13 


Sequence 13, Appl 
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21 


100.0 
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14 


US-10-254-446A-143 


Sequence 143, App 
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21 


100. 0 
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16 


US-10-333-068-146 


Sequence 146, App 
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21 


100. 0 


10 
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US-09-952-432A-12 


Sequence 12, Appl 
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21 


100. 0 


10 


15 


US-10-026-066-20 


Sequence 20, Appl 


10 


21 


100.0 


11 


14 


US-10-116-252-44 


Sequence . 44 , Appl 


11 


21 


100.0 


11 


15 


US-10-026-066-19 


Sequence 19, Appl 


12 


21 


100.0 


12 


9 


US-09-929-924-14 


Sequence 14, Appl 
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Sequence : 



1 CLLS 4 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283366 seqs, 96191526 residues 

Total number of hits satisfying chosen parameters: 37674 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : PIR_78:* 

1: pirl:* 
2: pir2:* 
3: pir3:* 
4 : pir4 : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match Length 


DB 


ID 


Description 


1 


21 


100.0 


34 


2 


H81600 


hypothetical prote 


2 


21 


100.0 


36 


2 


S17834 


acetyl -CoA carboxy 


3 


21 


100 .0 


36 


2 


B53480 


T-cell receptor al 


4 


21 


100.0 


42 


2 


155360 


ornithine -oxo- acid 


5 


21 


100.0 


45 


2 


G82146 


hypothetical prote 


6 


21 


100.0 


62 


2 


S25999 


hypothetical prote 


7 


21 


100.0 


64 


2 


H70210 


hypothetical prote 


8 


21 


100.0 


65 


2 


C82569 


hypothetical prote 


9 


21 


100.0 


70 


1 


XISR1A 


insect toxin 1 - S 


10 


21 


100.0 


70 


1 


S08267 


toxin 1 - scorpion 


11 


21 


100.0 


72 


2 


A36379 


lymphotoxin CI pre 


12 


21 


100.0 


77 


2 


AE2 04 3 


hypothetical prote 


13 


21 


100.0 


83 


2 


B42525 


A-ORF-0 protein - 


14 


21 


100.0 


85 


1 


D65088 


murein- lipoprotein 


15 


21 


100.0 


85 


2 


D69069 


hypothetical prote 


16 


21 


100.0 


88 


2 


G34444 


insect toxin 2 pre 


17 


21 


100.0 


88 


2 


B90855 - 


hypothetical prote 


18 


21 


100.0 


90 


2 


H87544 


hypothetical prote 


19 


21 


100.0 


93 


2 


A86491 


CT001 hypothetical 


20 


21 


100.0 


93 


2 


F72130 


conserved hypothet 


21 


21 


100.0 


98 


2 


S36062 


Ig lambda chain - 


22 


19 


90.5 


15 


2 


PH1455 


T-cell receptor al 


23 


19 


90 .5 


36 


2 


B27633 


Ig lambda-2 chain 


24 


19 


90 .5 


37 


1 


Q6BP37 


gene 6.3 protein - 


25 


19 


90.5 


43 


2 


B82527 


hypothetical prote 


26 


19 


90.5 


44 


2 


D90673 


hypothetical prote 
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40 


19 


90.5 


79 


2 


A82875 


ribosomal protein 


41 


19 


90.5 


80 


2 


H89990 


hypothetical prote 


42 


19 


90.5 


81 


2 


C89872 


hypothetical prote 


43 


19 


90.5 


82 


2 


157802 


Ig lambda2 -like ch 


44 


19 


90.5 


83 


2 


S07941 


proteinase inhibit 


45 


19 


90.5 


84 


2 


H86827 


hypothetical prote 



Sequence : 



1 CLLS 4 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 141681 seqs, 52070155 residues 

Total number of hits satisfying chosen parameters: 15046 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : SwissProt_42 : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


21 


100. 


0 


55 


1 


E1A6_ADE02 


P24934 


human adeno 


2 


21 


100. 


0 


62 


1 


YM32_MARPO 


P38474 


marchantia 


3 


21 


100. 


0 


70 


1 


SIX1_LEIQU 


P19856 


leiurus qui 


4 


21 


100. 


0 


83 


1 


YVAO_VACCC 


P20524 


vaccinia vi 


5 


21 


100. 


0 


85 


1 


YQHH_ECOLI 


Q46860 


escherichia 


6 


21 


100. 


0 


88 


1 


SIX1_ANDAU 


P01497 


androctonus 


7 


21 


100. 


0 


88 


1 


SIX1_MESMA 


061668 


mesobuthus 


8 


21 


100. 


0 


88 


1 


SIX2_ANDAU 


P15147 


androctonus 


9 


21 


100. 


0 


92 


1 


PLM_M0USE 


Q9z239 


mus musculu 


10 


21 


100. 


0 


92 


1 


PLM_RAT 


008589 


rattus norv 


11 


19 


90. 


5 


37 


1 


Y63_BPT7 


P03799 


bacteriopha 


12 


19 


90. 


5 


65 


1 


YVCE_VACCC 


P21123 


vaccinia vi 


13 


19 


90. 


5 


66 


1 


NXL2_BUNFL 


P15815 


bungarus fl 


14 


19 


90. 


5 


69 


1 


GBGU_HUMAN 


014610 


homo sapien 


15 


■ 19 


90. 


5 


73 


1 


YKFH_ECOLI 


Q9xb42 


escherichia 


16 


19 


90. 


5 


79 


1 


RS18_UREPA 


Q9ppt8 


ureaplasma 


17 


19 


90. 


5 


83 


1 


IBB3JS0YBN 


P01064 


glycine max 


18 


19 


90. 


5 


85 


1 


V042_FOWPV 


Q9j5gl 


fowlpox vir 


19 


19 


90. 


5 


87 


1 


NXL1_BUNMU 


P01398 


bungarus mu 


20 


19 


90. 


5 


87 


1 


NXL3_BUNMU 


P15817 


bungarus mu 


21 


19 


90. 


5 


87 


1 


NXL4_BUNMU 


012961 


bungarus mu 


22 


19 


90. 


5 


87 


1 


NXL5_BUNMU 


012962 


bungarus mu 


23 


19 


90. 


5 


91 


1 


VE5A_HPV11 


P04017 


human papil 


24 


19 


90. 


5 


91 


1 


VE5A_HPV6C 


P20970 


human papil 


25 


19 


90. 


5 


99 


1 


YGAV_ECOLI • 


P77295 


escherichia 


26 


18 


85. 


7 


30 


1 


CX2A_CONBE 


P58625 


conus betul 


27 


18 


85. 


7 


32 


1 


CAL0_BOVIN 


P01260 


bos taurus 


28 


18 


85. 


7 


32 


1 


CAL0_PIG 


P01259 


sus scrofa 


29 


18 


85. 


7 


33 


1 


RRP0_BPBZ1 


P09674 


bacteriopha 


30 


18 


85. 


7 


40 


1 


BD10 BOVIN 


P46168 


bos taurus 



3 1 


18 


85 . 


1 


55 


1 


TP7 D_TRbFA 


yu 13 Ub 


ureponerna p 


o z 


10 




n 
/ 


C *7 
D / 


1 


DTP1 DUVTM 

K1L1 FrixJ-JN 


y 2?y u o o 


Lyiiy uupxiLiiui 




T Q 


Q C 
O D . 


/ 


"7 1 
/ J. 


-L 


VVj / 1 DirFC j 










OD . 


/ 


*7 "2 
/ J 


1 


VP r7 IT DAPOTT 


uj 14 / y 


V\ ^ /-« ~> 1 Inn oil 






Q C 
DO . 


/ 


*7 C 
/ D 


1 


mtu T}'or\r t J 
JYIXrl FKUL-Li 


FDD O 4 O 


piTOCdlTLUciX Ub 




1 O 


Q C 


/ 


*7 C 
1 O 


1 


LbMA VILrA 


F^ U o o4 


VlCla J_cx.Ua. 


3 / 


lb 


o c 
ob . 


/ 


/ O 


1 


rpTTfi T7 TJDT A "NT 

IriLjr rlbLiAN 




neiiancnus 


38 


18 


85 . 


/ 


78 


1 




m /i coo 
F14doo 


piasrnoaiurn 


3 9 


18 


85 . 


7 


•7 Q 


1 


lib UU_JM b 1 CjO 


ybuy / 4 


neisseria g 


40 


18 


85. 


7 


79 


1 


YD06_LISMO 


Q92C47 


listeria mo 


41 


18 


85. 


7 


79 


1 


YNBE_LACLA 


Q9cg2 7 


lactococcus 


42 


18 


85. 


7 


80 


1 


SCX1_TITSE 


P01496 


tityus serr 


43 


18 


85. 


7 


80 


1 


SCX4_TITSE 


P45659 


tityus serr 


44 


18 


85. 


7 


85 


1 


SC10_MESMA 


Q9njc5 


mesobuthus 


45 


18 


85. 


7 


92 


1 


CLP9_DR0ME 


P82384 


drosophila 



Sequence : 



1 CLLS 4 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1017041 seqs, 315518202 residues 

Total number of hits satisfying chosen parameters: 175362 

Minimum DB seq length: 0 
Maximum DB seq length: 10 0 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : SPTREMBL_25 : * 

1 : sp_archea : * 

2: sp_bacteria : * 

3 : sp_f ungi : * 

4 : sp_human : * 

5 : sp_invertebrate : * 

6 : sp_mammal : * 

7 : sp_mhc : * 

8 : sp_organelle : * 

9 : sp_phage : * 

10: sp_plant:* 

11: sp_rodent:* 

12: sp_virus:* 

13 : sp_vertebrate : * 

14: sp_unclassif ied : * 

15: sp_rvirus:* 

16: sp_bacteriap : * 

17 : sp__archeap : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 

Match Length 


DB 


ID 


Description 


1 


21 


100.0 


29 


8 


Q9G5Z4 


Q9g5z4 pseudocalot 


2 


21 


100.0 


34 


16 


Q9K2B9 


Q9k2b9 chlamydia p 


3 


21 


100.0 


35 


4 


Q96RX9 


Q96rx9 homo sapien 


4 


21 


100.0 


35 


16 


Q98NE6 


Q98ne6 rhizobium 1 


5 


21 


100.0 


37 


2 


Q9X9E9 


Q9x9e9 uncultured 


6 


21 


100.0 


37 


2 


Q9X9F0 


Q9x9f0 uncultured 


7 


21 


100.0 


37 


5 


Q9TYA1 


Q9tyal ret icul iter 


8 


21 


100.0 


41 


4 


Q9Y3F8 


Q9y3f8 homo sapien 


9 


21 


100 .0 


45 


16 


Q9KQW6 


Q9kqw6 vibrio chol 


10 


21 


100 .0 


47 


4 


Q8N341 


Q8n341 homo sapien 


11 


21 


100 . 0 


53 


4 


Q9BYL8 


Q9byl8 homo sapien 


12 


21 


100.0 


54 


3 


Q07058 


Q07058 saccharomyc 


13 


21 


100.0 


55 


2 


Q847N8 


Q847n8 aster yello 
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5 


097410 


097410 anopheles g 


41 


21 


100 


.0 


82 


5 


Q8MMP5 


Q8mmp5 penaeus mon 


42 


21 


100 


.0 


83 


5 


Q8IH83 


Q8ih83 drosophila 


43 


21 


100 


.0 


83 


12 


Q9JF58 


Q9jf58 vaccinia vi 


44 


21 


100 


.0 


84 


4 


Q9NTR9 


Q9ntr9 homo sapien 


45 


21 


100 


. 0 


85 


16 


Q8CVQ5 


Q8cvq5 escherichia 



Title: 

Perfect score: 
Sequence : 



US-09-929-924-4 
37 

1 WQCLLS 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1586107 seqs , 282547505 residues 

Total number of hits satisfying chosen parameters: 891005 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : A_Geneseq_2 9Jan04 : * 

1 : geneseqpl98 0s : * 

2: geneseqpl990s : * 

3 : geneseqp2.000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8 : geneseqp2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


37 


100.0 


6 


4 


AAB70006 


Aab70006 


Mammalian 


2 


37 


100.0 


8 


4 


AAB70015 


Aab70015 


Mammalian 


3 


37 


100.0 


12 


4 


AAB70016 


Aab70016 


Mammalian 


4 


37 


100.0 


16 


4 


AAB70014 


Aab70014 


Mammalian 


5 


37 


100.0 


21 


4 


AAB89248 


Aab89248 


HIV gpl20 


6 


37 


100.0 


21 


4 


AAB89247 


Aab89247 


HIV gpl2 0 


7 


37 


100.0 


21 


4 


AAB89249 


Aab89249 


HIV gpl2 0 


8 


37 


100 . 0 


72 


4 


AAB70019 


Aab70019 


Mammalian 


9 


37 


100.0 


73 


4 


AAB70018 


Aab70018 


Mammalian 


10 


35 


94.6 


73 


4 


AAB70029 


Aab70029 


Human CD 4 


11 


35 


94.6 


73 


4 


AAB70028 


Aab7002 8 


Human CD 4 


12 


32 


86.5 


25 


4 


AAM21523 


Aam21523 


Peptide # 


13 


32 


86.5 


25 


4 


ABB43868 


Abb43868 


Peptide # 


14 


32 


86.5 


25 


4 


AAM37783 


Aam37783 


Peptide # 


15 


32 


86.5 


25 


4 


ABB26794 


Abb26794 


Protein # 


16 


32 


86.5 


25 


4 


AAM77595 


Aam77595 


Human bon 


17 


32 


86.5 


25 


4 


AAM64852 


Aam64852 


Human bra 


18 


32 


86.5 


25 


4 


ABG59245 


Abg59245 


Human 1 iv 


19 


32 


86.5 


25 


5 


ABG46629 


Abg46629 


Human pep 


20 


32 


86.5 


55 


3 


AAG02892 


Aag02892 


Human sec 



21 


32 


86 . 5 


71 


4 


AAU44569 


Aau44569 


Propionib 


22 


32 


86 . 5 


71 


6 


ABM41088 


Abm41088 


Propionib 


23 


32 


86 . 5 


73 


4 


AAB70025 


Aab7 0025 


Human CD 4 


24 


31 


83 . 8 


6 


4 


AAB70008 


Aab70008 


Mammalian 


25 


31 


83 8 


3 1 


4 


AAM19115 


Aaml9115 


PeDtide # 


26 


31 


83 . 8 


31 


4 


AAM31764 

A ^X ^X A r X 


Aam31764 


Peptide # 


27 


31 


83 . 8 


31 


5 


ABG41275 


Abg41275 


Human pep 


28 

fa) w 


31 


83 8 


51 


4 


AAU5 6 911 


Aau56911 


ProDionib 


29 


31 


83 . 8 


51 


6 


ABM5343 0 


Abm53430 


ProDionib 


30 


31 


83 . 8 


73 


4 


AAB70026 


Aab70026 


Human CD4 


31 


31 


83 . 8 


73 


4 


AAB70027 


Aab70027 


Human CD4 


32 


31 


83 . 8 


75 


4 


AAU86644 


Aau86644 


Nove 1 hum 


33 


31 


83 . 8 


75 


7 


ADB59978 


Adb59978 


Connect iv 


34 


30 


81.1 


6 


4 


AAB70009 


Aab70009 


Mammalian 


35 


3 0 


81 1 

\j _l_ * -L. 


24 

fa "X 


2 

fa 


AAY12 811 


Aavl2 811 

4XW*. Y X, fa w X, ^» 


Human 5 ' 


36 


3 0 


81 1 


34 


4 


AAE01734 


Aae01734 


Human aen 


37 


30 


81 . 1 


34 


4 


AAE01688 


Aae01688 


Human cren 


38 


30 


81 1 


34 




ABG63 992 


Aba63992 


Human alb 

XX 1*1 LL mil J- Xv 


39 


30 


81 1 


34 


5 


ABG63 991 


Aba63991 


Human alb 

X X fc*4> ft t lwxxx ^l. xy 


40 


30 


81. 1 


53 


6 


ABP99903 


Abp99903 


Breast sp 


41 


30 


81. 1 


60 


4 


ABB14935 


Abbl4935 


Human ner 


42 


30 


81. 1 


66 


3 


AAG01769 


Aag01769 


Human sec 


43 


30 


81. 1 


67 


4 


AAU56577 


Aau56577 


Propionib 


44 


30 


81. 1 


67 


6 


ABM53096 


Abm53096 


Propionib 


45 


30 


81.1 


71 


3 


AAG59775 


Aag59775 


Arabidops 



Title: 

Perfect score: 
Sequence : 



US-09-929-924-4 
37 

1 WQCLLS 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 389414 seqs, 51625971 residues 

Total number of hits satisfying chosen parameters: 264921 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/2/iaa/5A_COMB . pep : * 

2 : /cgn2_6/ptodata/2/iaa/5B_COMB .pep: * 

3 : / cgn2_6 /p todat a/ 2 / iaa/ 6A_C0MB . pep : * 

4 : / cgn2_6 /p toda t a/ 2 /iaa/ 6B_C0MB . pep : * 

5 : /cgn2_6/ptodata/2/iaa/PCTUS_COMB.pep: * 

6 : /cgn2_6/ptodata/2/iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match 


Length DB 


ID 








Description 


1 


37 


100 


. 0 


83 


2 


US- 


08 


-332 


-562A-87 


Sequence 


87, Appl 


2 


29 


78 


.4 


10 


2 


US- 


08 


-406 


-330-16 


Sequence 


16, Appl 


3 


29 


78 


.4 


10 


2 


us- 


08 


-556 


-597-16 


Sequence 


16, Appl 


4 


29 


78 


.4 


77 


4 


us- 


09 


-621 


-976-5778 


Sequence 


5778, Ap 


5 


29 


78 


.4 


98 


2 


us- 


08 


-248 


-839C-131 


Sequence 


131, App 


6 


28 


75 


. 7 


90 


2 


us- 


08 


-557 


-309B-24 


Sequence 


24, Appl 


7 


28 


75 


.7 


90 


3 


us- 


08 


-834 


-306-24 


Sequence 


24, Appl 


8 


28 


75 


.7 


90 


3 


us- 


08 


-993 


-674A-24 


Sequence 


24, Appl 


9 


28 


75 


. 7 


90 


4 


us- 


09 


-256 


-976-24 


Sequence 


24, Appl 


10 


28 


75 


. 7 


91 


4 


us- 


09 


-134 


-001C-5571 


Sequence 


5571, Ap 


11 


27 


73 


. 0 


8 


3 


us- 


08 


-444 


-818-449 


Sequence 


44 9, App 


12 


27 


73 


. 0 


8 


3 


us- 


08 


-444 


-818-450 


Sequence 


450, App 


13 


27 


73 


.0 


8 


3 


us- 


08 


-444 


-818-451 


Sequence 


451, App 


14 


27 


73 


.0 


21 


3 


us- 


08 


-867 


-611-55 


Sequence 


55, Appl 


15 


27 


73 


.0 


21 


4 


us- 


09 


-257 


-179-91 


Sequence 


91, Appl 


16 


27 


73 


.0 


21 


4 


us- 


09 


-690 


-359-55 


Sequence 


55, Appl 


17 


27 


73 


. 0 


54 


4 


us- 


09 


-418 


-710-46 


Sequence 


46, Appl 


18 


27 


73 


. 0 


54 


4 


us- 


09 


-418 


-710-59 


Sequence 


59, Appl 


19 


27 


73 


. 0 


55 


4 


us- 


09 


-621 


-976-6709 


Sequence 


6709, Ap 


20 


27 


73 


. 0 


63 


4 


us- 


09 


-252 


-991A-23832 


Sequence 


23832, A 


21 


27 


73 


. 0 


98 


4 


us- 


09 


-716 


-129-81 


Sequence 


81, Appl 


22 


26 


70 


.3 


9 


2 


us- 


08 


-126 


-016-19 


Sequence 


19, Appl 



9 3 


9 6 


70 


•3 
* J 


1 1 

J. X 


A 
*± 


US 


-09 


-069 
\j o y 


— ft 9 7 A — 3 6 




3 6 Ann 1 


24 


9 6 


70 


-i 
• o 


1 3 

X J 


9 


US 


-Oft 


-196 


-0T 6-93 




2 3 Ar»r>l 


9 5 


9 6 


70 


•a 
< o 


1 3 


■J 


TTC 


-09 


- 2 Rfi 

^ JO 


-754-1 05 




105 Ar>n 


9 6 


9 £ 


7 0 


• o 


1 3 


*3 


US 


-09 


-049 


-1 07-1 05 




10 5 Ann 


9 7 


9 £ 


7 O 


. J 


1 3 

X .5 


4 
*± 


TTS 


-09 


-799 


-95 on - 1 0 5 


C a /~n i a n ^ 


10 5 Ann 


9 ft 


96 


70 


*i 


1 6 

X o 


1 

-L. 


US 

W kj 


-Oft 


-444 


-931 - 9 1 

£i J X £i X 


Sprrii pnce 


21 Annl 


2 9 


9 6 


70 


* — > 


1 6 


I 

.X. 


US 

W kj 


-08 


-152 
j. j o 


-443A- 2 1 


SecruGnce 

\w X X 


21 AddI 


30 




70 


• —> 


2 0 


1 


us 


-08 


-484 


-135-59 


Secruence 

W \^ U X Jh W 


59, AddI 


~J X 


26 


70 


• j 


2 0 


1 


us 


-08 


-4 84 


-635-230 
w j j j \j 


Secruence 

kj V_- ^ V— ■ no \^ 


23 0 Add 




9 6 


7 0 




2 0 


9 


us 


-08 


-4 84 


-631 -230 

O J X J U 




2 3 0 Ann 




26 


70 




20 


9 


us 


-08 


-827 


-570-230 


Spfnipncp 

k^ ^ \J \^ llLf ^ 


2 3 0 Add 


34 


26 


70 


* ~j 


2 1 


1 
.1. 


us 


-08 


-526 
^ \j 


-710-16 


Secruence 


16 AddI 


3 5 


96 


70 


< j 


9 1 

£t X 


1 
X 


US 


-Oft 


-4 fl4 


-635- 96 


C f=» rri i <=i n (=i 


9 6 Ann 1 


3 6 


96 


70 


• j 


9 1 
z> X 


9 


US 


-Oft 


-4 fl4 


-631- 96 

O J X JO 


C A /-Tl I ^ -p y-« ^ 
uCUUCllkiC 


96 Ann 1 


3 7 


96 


70 


"3. 
• J 


9 1 

^ X 


9 


us 


-Oft 


-897 


- 570 - 96 




96 Annl 


3 8 


2 6 


70 


■1 
* ~J 


2 1 


~k 
J 


us 

\J kJ 


-08 


-862 


-855-16 


SpfTii pp 

kj 


1 6 Ann! 


3 9 


2 6 


70 




2 1 

X 


J 


us 

w kj 


-09 


-226 


-985-16 

JO J X o 




1 6 Annl 


40 


26 


70 


.3 


21 


4 


us 


-09 


-227 


-906-16 


Sequence 


16, Appl 


41 


26 


70 


.3 


22 


1 


us 


-08 


-484 


-635-141 


Sequence 


141, App 


42 


26 


70 


.3 


22 


1 


us 


-08 


-484 


-635-156 


Sequence 


156, App 


43 


26 


70 


.3 


22 


2 


us 


-08 


-484 


-631-141 


Sequence 


141, App 


44 


26 


70 


. 3 


22 


2 


US 


-08 


-484 


-631-156 


Sequence 


156, App 


45 


26 


70 


.3 


22 


2 


us 


-08 


-827 


-570-141 


Sequence 


141, App 



Title: 

Perfect score : 
Sequence : 



US-09-929-924-4 
37 

1 WQCLLS 6 



Scoring table : BLOSUM62 

Gapop 10.0 , Gapext 0 . 5 

Searched: 1276540 seqs, 311283816 residues 

Total number of hits satisfying chosen parameters: 533274 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



Published_Applications_AA: * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 
17 
18 



/cgn2_6/ptodata/2/pubpaa/US07_PUBCOMB .pep : * 
/cgn2_6/ptodata/2/pubpaa/PCT_NEW_PUB .pep: * 
/cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 
/cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB.pep : * 
/cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 
/cgn2_6/ptodata/2/pubpaa/PCTUS_PUBC0MB.pep: 
/cgn2_6/ptodata/2/pubpaa/US08_NEW_PUB .pep : * 
/cgn2_6/ptodata/2/pubpaa/US08_PUBCOMB . pep : * 
/cgn2_6/ptodata/2/pubpaa/US09A_PUBCOMB .pep : 
/cgn2_6/ptodata/2/pubpaa/US09B_PUBCOMB.pep 
/cgn2_6/ptodata/2/pubpaa/US09C_PUBCOMB .pep 
/cgn2_6/ptodata/2/pubpaa/US09_NEW_PUB .pep : 
/cgn2_6/ptodata/2/pubpaa/US10A_PUBCOMB .pep 
/ cgn2_6 /p t oda t a/ 2 /pubpaa/US 1 0B_PUBCOMB . pep 
/cgn2_6/ptodata/2/pubpaa/US10C_PUBCOMB .pep 
/cgn2_6/ptodata/ 2 /pubpaa/US 10_NEW_PUB . pep : 
/cgn2_6/ptodata/2/pubpaa/US60_NEW_PUB . pep : 
/cgn2_6/ptodata/2/pubpaa/US60_PUBCOMB .pep : 



★ 
★ 

* 
* 
* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


37 


100 


.0 


6 


9 


US-09-929-924-4 


Sequence 4, Appli 


2 


37 


100 


.0 


8 


9 


US-09-929-924-13 


Sequence 13, Appl 


3 


37 


100 


. 0 


12 


9 


US-09-929-924-14 


Sequence 14 , Appl 


4 


37 


100 


. 0 


16 


9 


US-09-929-924-12 


Sequence 12 , Appl 


5 


37 


100 


. 0 


21 


14 


US-10-084-813-354 


Sequence 354, App 


6 


37 


100 


. 0 


21 


14 


US-10-084-813-355 


Sequence 355, App 


7 


37 


100 


.0 


21 


14 


US-10-084-813-356 


Sequence 3 56, App 


8 


37 


100 


.0 


72 


9 


US-09-929-924-17 


Sequence 17, Appl 


9 


37 


100 


. 0 


73 


9 


US-09-929-924-16 


Sequence 16, Appl 


10 


35 


94 


.6 


73 


9 


US-09-929-924-36 


Sequence 36, Appl 



1 1 

X J. 


3 5 


94 


o 


73 


Q 

Zs 


TI^ - 09-929-924-37 


Se»fTuence 37. AddI 


1 2 

X 


1 3 


8 9 

Q Z7 • 




4 0 


1 4 

X i 


US -10-029-386-28338 


Seauence 28338. A 


1 3 


mJ — > 






74 


1 2 

X &i 


US -10-424-599-195133 


Seauence 195133 , 


14 


33 


89 

O ^ • 


2 


75 


12 

X 


US -10 -424 -599-2292 10 


Seauence 229210, 


15 


33 


89 . 


2 


76 


16 


US -10-437- 96 3 -14 3360 


Seauence 143360, 


16 


33 


89 . 


2 


83 


16 


US -10-437- 963 -132784 


Sequence 132784, 


17 


33 


89 


2 

fa 


96 


12 

^ fa 


US -10-424-599-152706 


Seauence 152706, 


18 


32 


86 


5 


25 

fa mJ 


9 


US -09 -864 -761-42092 


Seauence 42092. A 


1 9 


32 


86 


5 


2 9 


14 


US- 10 -02 9-3 86 -2 94 04 


Seauence 2 94 04. A 


2 n 


3 2 


86 


•j 


66 


1 2 

X 


U9- 1 0-424-599-249329 


Seauence 249329 


21 


32 


86 

o o * 




73 


9 


US -09-929-924 -33 


Seauence 33! AddI 


22 


31 

•J X 


83 


8 




9 


US -09 -929-924 - 6 


Seauence 6. AddIi 


25 

£* Z) 


31 


83 


8 


31 

J X 


9 

z? 


US- 09-864 -761-48187 


Seauence 48187 A 


24 


31 


83 


8 


59 


12 

X 


US- 10 -424 -599-165784 


Seauence 165784 


2 5 


3 1 


83 


C 
o 


62 
o ^ 


1 2 
x ^ 


TT^- 1 0-424-599-24641 2 


^emierme 246412 


26 

Xj \J 


31 

»V -x. 


83 . 


8 


70 


16 


US -10-437-963 -156831 


Seauence 156831. 


27 

fa r 


3 1 


83 


8 


73 


9 


US -09-929-924 -34 


Seauence 34 . AddI 


28 

fa W 


31 


83 


8 


73 


9 


US -09- 92 9- 92 4 -35 


Seauence 35. AddI 


29 

fa — »' 


31 


83 


8 


75 


9 


US-09-764-847-709 


Seauence 709. Add 

w X«> *k-*l U ^k#r X X ^k#t # v — ^ f X Ak/ kk# 


30 


3 1 


83 


8 


75 


14 


US -10-092-154-709 


Seauence 70 9 Add 


5 1 

-J -L 


31 


83 


(J 


99 


1 2 

X *£> 


US -10-424-599-216059 


Spmipnr'P 216059 


3 2 


3 0 


81 

O X • 


1 

X 


o 


9 

z? 


TT9 - 09 - 92 9 - 924 -7 


^Pfiupnrp 7 Ann! i 




3 0 


81 
ox* 


1 

X 


2 2 


1 4 

X a 


TT9 -1 0-1 90-082-622 

w O XU X ^ w uo^ 


Qprrnpnpp f\0 0 Tly\tt\ 

OdJUdXV^C O £» i rVUU 


14 


3 0 


81 
ox* 


1 

X 


34 


1 1 

X X 


tto _ 0 9 - 8 3 3 - 245-738 




3 5 


3 0 


81 
ox* 


1 

X 


34 


1 1 

X X 


US- 09 - 83 3 -245-739 

UQ W Zf Q J J £t*± ZJ / Zs 


SpfTiipnrp 73 9 Add 


36 


30 


81 


1 


53 


14 


US -10-082- 82 8A-184 


Seauence 184 Add 

UJ S^* \A \JL X X ^k— • -LU W x- ^ XX k-/ kV 


37 


30 


81 . 


1 


54 


12 


US -10-424-599-223359 


Seauence 223359 

*W Vk*| VX\«i X X Vk*« \f H *U iV «kV ^ t 


38 


30 


81 . 


1 


62 


12 


US -10-424-599-171255 


Seauence 171255. 


39 


30 


81 . 


1 


65 


12 


US -10-424-599-271554 


Seauence 271554, 

hk»/ Nk>«» VrX ^k»-* X X kfa 1 -X* **k/ Xi / 


40 


30 


81. 


1 


66 


12 


US -10 -424 -5 99 -24 8 985 


Sequence 248985, 


41 


30 


81. 


1 


75 


16 


US -10 -43 7 -963 -10542 9 


Sequence 105429, 


42 


30 


81. 


1 


79 


13 


US-10-001-835-199 


Sequence 199, App 


43 


30 


81. 


1 


82 


9 


US-09-925-299-936 


Sequence 936, App 


44 


30 


81. 


1 


82 


9 


US-09-867-550-1308 


Sequence 1308, Ap 


45 


30 


81. 


1 


82 


10 


US-09-925-299-936 


Sequence 93 6, App 



Sequence : 



1 WQCLLS 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283366 seqs, 96191526 residues 

Total number of hits satisfying chosen parameters: 37674 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : PIR_78:* 

1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


31 


83 . 8 


98 


2 


T18099 


hypothetical prote 


2 


29 


78 .4 


30 


2 


152254 


gene CYP11B2 prote 


3 


29 


78 .4 


62 


2 


S22564 


finger protein - h 


4 


29 


78 .4 


73 


2 


AE3264 


hypothetical prote 


5 


29 


78 .4 


79 


2 


S24379 


hypothetical prote 


6 


29 


78 .4 


82 


2 


S74971 


transposase ssr269 


7 


29 


78 .4 


97 


2 


F82416 


hypothetical prote 


8 


29 


78.4 


100 


2 


S76444 


transposase slr016 


9 


29 


78.4 


100 


2 


S76090 


transposase sll016 


10 


28 


75.7 


57 


2 


S30502 


protein- tyrosine k 


11 


28 


75.7 


57 


2 


E82667 


hypothetical prote 


12 


28 


75.7 


96 


2 


T05760 


hypothetical prote 


13 


27 


73.0 


55 


2 


H82976 


rubredoxin PA5350 


14 


27 


73 . 0 


55 


2 


A82977 


rubredoxin PA5351 


15 


27 


73 . 0 


87 


2 


C85825 


hypothetical prote 


16 


27 


73.0 


87 


2 


F90979 


hypothetical prote 


17 


27 


73 . 0 


88 


2 


H91290 


hypothetical prote 


18 


27 


73 .0 


94 


2 


E96562 


unknown protein, 7 


19 


26 


70 . 3 


33 


2 


B58512 


bromosleeper pepti 


20 


26 


70.3 


39 


2 


146149 


aldolase A - dog ( 


21 


26 


70.3 


39 


2 


157685 


aldolase A - south 


22 


26 


70.3 


43 


2 


145824 


aldolase C - New Z 


23 


26 


70.3 


43 


2 


146150 


aldolase C - dog ( 


24 


26 


70.3 


43 


2 


177472 


aldolase - Gnypeto 


25 


26 


70.3 


52 


2 


D96609 


hypothetical prote 


26 


26 


70.3 


57 


2 


PQ0401 


genome polyprotein 
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zo 
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/3 


z 
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nypocnec lCai pxrot-c 
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Z b 
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z 
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A-DZ U ft j 
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riypoi-rict.ica.j. protc 
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z b 


b / . b 


z y 


z 


PC i oil 

L-b Izjo 






z o 


O / . O 


Z 7 


z 


M.O OO jl 


H ^ 1 t" a — rriTint" H n dm 

vJ.C-LL.Cl U.Wyi._Lll Will 




Z b 


en a 

D / . D 


ft b 


Z 


uy / ft d b 




J z 


z b 


D / . D 


bz 


1 


7A "3 "3 1 71 


ITU.JJX cUUaIII L VallUd. 




z b 


*7 C 


bft 


z 


o4U4Uo 


dxuxux piroucxn jj 




Z b 


b / . b 


b b 


Z 


7AT17 A 1 *5 
ADZ ft J. -j 


nypuLXicuiuai piuLc 


o b 


Z b 


b / . b 


b y 


Z 


ro / b b o 


I UJJi cUUAlll L luipoi t 


3 o 


z b 


b / . b 


/ z 


Z 




r\ T 7 r'\ s~\ +— +-* n ^ | -y-^ -v— 

nypotiicLicai pxot.c 


J / 
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b / . b 
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z 


ACiZ / O O 


nypo cue t. icai pxroce 


J O 
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O -5 


z 
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Jl / O Z X O 


X ± JJUfaUlUdX pXULCill 


j y 


z b 


en c 
b / . b 


ob 


o 
Z 


DTI O Pi A 

ri / Xz U4 


riDOSomai proLcin 


40 


25 


67 .6 


90 


2 


AI2914 


hypothetical prote 


41 


25 


67 .6 


90 


2 


D97689 


hypothetical prote 


42 


25 


67 .6 


96 


2 


E70811 


hypothetical prote 


43 


25 


67.6 


97 


2 


S59427 


hypothetical prote 


44 


24 


64 .9 


43 


2 


D82489 


hypothetical prote 


45 


24 


64 .9 


46 


2 


A41814 


somatotropin recep 



Title: 

Perfect score: 
Sequence : 



US-09-929-924-4 
37 

1 WQCLLS 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 141681 seqs, 52070155 residues 

Total number of hits satisfying chosen parameters: 15046 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : SwissProt__42 : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match Length 


DB 


ID 


Description 


1 


27 


73.0 


17 


1 


CXMA_CONPE 


P58926 


conus penna 


2 


26 


70.3 


33 


1 


CXBW_CONRA 


P58804 


conus radia 


3 


26 


70.3 


52 


1 


RC21_ARATH 


Q9fe70 


arabidopsis 


4 


26 


70.3 


69 


1 


T0X1_0XYKI 


P83288 


oxyopes kit 


5 


25 


67.6 


29 


1 


CXD6_CONGL 


Q9twm7 


conus glori 


6 


25 


67 . 6 


31 


1 


PETN_CYACA 


Q9tlr6 


cyanidium c 


7 


25 


67.6 


52 


1 


RUBR_CLOTS 


P19500 


Clostridium 


8 


25 


67.6 


54 


1 


LT01_HORVU 


Q42509 


hordeum vul 


9 


25 


67.6 


54 


1 


LT02_HORVU 


Q9ard5 


hordeum vul 


10 


25 


67.6 


72 


1 


YF77_HAEIN 


Q57070 


haemophilus 


11 


25 


67.6 


80 


1 


R3 7A_THEAC 


Q9hip0 


thermoplasm 


12 


25 


67.6 


83 


1 


R3 7 A_PYRAB 


Q9v202 


pyrococcus 


13 


25 


67.6 


83 


1 


R3 7A_PYRFU 


Q8tzi4 


pyrococcus 


14 


25 


67.6 


83 


1 


R3 7A_PYRHO 


074106 


pyrococcus 


15 


25 


67.6 


85 


1 


SWM2_M0USE 


Q9jhy3 


mus musculu 


16 


25 


67 . 6 


95 


1 


R37A_HALN1 


Q9hsg8 


halobacteri 


17 


24 


64 . 9 


19 


1 


CXR_CONTU 


P58811 


conus tulip 


18 


24 


64.9 


49 


1 


LYC_PSEPE 


P21776 


pseudocheir 


19 


24 


64.9 


89 


1 


BARS_BACAM 


P11540 


bacillus am 


20 


24 


64.9 


100 


1 


UCR9_EUGGR 


P43266 


euglena gra 


21 


23 


62 .2 


30 


1 


CX2A_C0NBE 


P58625 


conus betul 


22 


23 


62 .2 


36 


1 


YRKG_BACSU 


P54434 


bacillus su 


23 


23 


62 .2 


50 


1 


Y900_MYCTU 


Q10558 


mycobacteri 


24 


23 


62 .2 


52 


1 


RUBR_TREPA 


083956 


treponema p 


25 


23 


62.2 


54 


1 


RC2B_ARATH 


Q9zns6 


arabidopsis 


26 


23 


62 .2 


70 


1 


SIX1_LEIQU 


P19856 


leiurus qui 


27 


23 


62.2 


85 


1 


DYL1_SCHP0 


Q9ur05 


schizosacch 


28 


23 


62.2 


88 


1 


SIX1 ANDAU 


P01497 


androctonus 
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pit - rohacter 


j x 


Z j 


£9 

D Z 


• z 


P Q 


X 


nvT.i auTPP 

u ± jj x i-uM x v_rv 


009414 


3 nt~ hop "i Hari 




9 ^ 




9 
< ^ 


P 9 

O -7 


X 


DYIil PAEEL. 
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X 
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x diuy uuluvjii 


40 


23 


62 


.2 


97 


1 


VMT2~IACKB 


P36348 


influenza a 


41 


23 


62 


.2 


97 


1 


VMT2_IAFPW 


P05778 


influenza a 


42 


23 


62 


.2 


97 


1 


VMT2_IAMAN 


P08382 


influenza a 


43 


22 


59 


.5 


19 


1 


LANA_ACTLG 


P56650 


actinoplane 


44 


22 


59 


.5 


37 


1 


REV_SIVM2 


P08809 


simian immu 


45 


22 


59 


.5 


37 


1 


TXP3_APTSC 


P49268 


aptostichus 



Title: US- 09 -92 9 -924 -4 

Perfect score: 37 
Sequence: 1 WQCLLS 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1017041 seqs, 315518202 residues 

Total number of hits satisfying chosen parameters: 175362 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : SPTREMBL_2 5 : * 

1 : sp_archea : * 

2 : sp_bacteria : * 

3 : sp_fungi : * 

4 : sp_human : * 

5 : sp_invertebrate : * 

6 : sp_mammal : * 

7 : sp__mhc : * 

8: sp_organelle : * 

9 : sp _j?hage : * 
10: sp_plant:* 
11: sp_rodent:* 
12 : sp_virus : * 
13: sp_vertebrate : * 
14: sp_unclassif ied : * 
15: sp_rvirus:* 
16: sp_bacteriap : * 
17: sp_archeap:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 

Match Length DB 


ID 


Description 


1 


37 


100.0 


71 


6 


Q8HY42 


Q8hy42 bos taurus 


2 


37 


100.0 


71 


6 


Q8HY2 8 


Q8hy2 8 ovis aries 


3 


37 


100.0 


90 


11 


P70443 


P70443 mus musculu 


4 


31 


83 .8 


98 


12 


041079 


041079 Paramecium 


5 


29 


78 .4 


30 


11 


Q8 0XW1 


Q80xwl rattus sp. 
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29 


78 .4 


52 
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Q8IEZ0 


Q8iez0 trypanosoma 
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29 


78.4 


73 


16 


Q8YJI5 


Q8yji5 brucella me 


8 


29 


78.4 


78 
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P90569 Plasmodium 


9 


29 


78.4 


78 


6 


Q28373 


Q2 8373 equus cabal 


10 


29 


78 .4 


79 


2 


Q02306 


Q02306 pseudomonas 


11 


29 


78 .4 


81 


4 


Q96HL5 


Q96hl5 homo sapien 
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41 


28 


75.7 


78 


16 


Q8CTB8 


Q8ctb8 staphylococ 


42 


28 


75.7 


96 


10 


081839 


08183 9 arabidopsis 


43 


27 


73.0 


8 


6 


002831 


002831 oryctolagus 


44 


27 


73.0. 


21 


4 


Q9BQF3 


Q9bqf3 homo sapien 


45 


27 


73 .0 


46 


15 


Q9WLZ9 


Q9wlz9 mouse endog 



Title: 

Perfect score: 
Sequence : 



US-09-929-924-5 
32 

1 WQALLS 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0 . 5 

Searched: 1586107 seqs, 282547505 residues 

Total number of hits satisfying chosen parameters: 891005 



Minimum DB seq length: 0 
Maximum DB seq length: 100 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : A_Geneseq_2 9 Jan04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6: geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match Length DB 


ID 


Description 


1 


32 


100.0 


6 


4 


AAB70007 


Aab70007 


Mammalian 


2 


29 


90.6 


10 


7 


ADD94620 


Add94620 


Human SIM 


3 


29 


90.6 


20 


2 


AAW27325 


Aaw27325 


Human Myt 


4 


29 


90.6 


22 


4 


AAM22056 


Aam22056 


Peptide # 


5 


29 


90 .6 


22 


4 


ABB44449 


Abb44449 


Peptide # 


6 


29 


90.6 


22 


4 


AAM38437 


Aam3 84 3 7 


Peptide # 


7 


29 


90.6 


22 


4 


ABB27288 


Abb27288 


Protein # 
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29 


90.6 
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Human bon 
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Human bra 
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Human pep 
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Title : 

Perfect score: 
Sequence : 



US-09-929-924-5 
32 

1 WQALLS 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0 . 5 

Searched: 389414 seqs # 51625971 residues 

Total number of hits satisfying chosen parameters: 264921 

Minimum DB seq length: 0 
Maximum DB seq length: 10 0 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/2/iaa/5A_COMB .pep : * 

2 : /cgn2_6/ptodata/2/iaa/5B_COMB .pep : * 

3 : /cgn2_6/ptodata/2/iaa/6A_COMB .pep : * 

4 : /cgn2_6/ptodata/2/iaa/6B_COMB .pep : * 

5 : /cgn2_6/ptodata/2/iaa/PCTUS_COMB.pep: * 

6 : /cgn2_6/ptodata/2/iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match 


Length DB 


ID 








Description 


1 


29 


90. 


6 


20 


2 


US- 


09 


-067 


-379-8 


Sequence 


8, Appli 


2 


29 


90. 


6 


20 


3 


us- 


09 


-067 


-506-8 


Sequence 


8, Appli 


3 


28 


87. 


5 


17 


2 


us- 


08 


-934 


-222-123 


Sequence 


123, App 


4 


28 


87. 


5 


17 


2 


us- 


08 


-933 


-402-123 


Sequence 


12 3, App 


5 


28 


87. 


5 


17 


2 


us- 


09 


-207 


-621-123 


Sequence 


12 3, App 


6 


28 


87. 


5 


17 


2 


us- 


08 


-532 


-818-123 


Sequence 


123, App 


7 


28 


87. 


5 


17 


3 


us- 


09 


-231 


-797-123 


Sequence 


12 3, App 


8 


28 


87. 


5 


17 


3 


us- 


08 


-934 


-224-123 


Sequence 


12 3, App 


9 


28 


87. 


5 


17 


3 


us- 


08 


-933 


-843-123 


Sequence 


12 3, App 


10 


28 


87. 


5 


17 


3 


us- 


08 


-934 


-223-123 


Sequence 


12 3, App 


11 


28 


87. 


5 


17 


3 


us- 


09 


-413 


-492-123 


Sequence 


12 3, App 


12 


28 


87. 


5 


83 


2 


us- 


08 


-332 


-562A-87 


Sequence 


87, Appl 


13 


28 


87. 


5 


99 


2 


us- 


09 


-047 


-125-7 


Sequence 


7, Appli 


14 


28 


87. 


5 


99 


2 


us- 


09 


-047 


-125-8 


Sequence 


8, Appli 


15 


28 


87. 


5 


99 


3 


us- 


07 


-736 


-335E-7 


Sequence 


7, Appli 


16 


28 


87. 


5 


99 


3 


us- 


07 


-736 


-335E-8 


Sequence 


8, Appli 


17 


26 


81. 


2 


26 


2 


us- 


08 


-967 


-999-11 


Sequence 


11, Appl 


18 


26 


81. 


2 


100 


4 


us- 


09 


-025 


-596-74 


Sequence 


74, Appl 


19 


26 


81. 


2 


100 


4 


us- 


09 


-073 


-661-74 


Sequence 


74, Appl 


20 


26 


81. 


2 


100 


4 


us- 


10 


-100 


-785-74 


Sequence 


74, Appl 


21 


25 


78. 


1 


17 


1 


us- 


08 


-333 


-565-12 


Sequence 


12, Appl 


22 


25 


78. 


1 


17 


2 


us- 


08 


-661 


-479-12 


Sequence 


12, Appl 



23 


25 


7 0 . 


1 


T O 

lo 


3 


TTC 

Ub - 


A 0 

U 0 


A C A 


C *7 ^ ^ 
- b /D-D 


beqUenCc 


6, Appli 


O >1 

z 4 


z b 


7 0 
/ 0 . 


1 


0 a 
z U 


1 


TTC 


a q 
u 0 


A O Q 

uz y 


A AO 1 
4 Uz - J 


C a ^ri i a n q 

bcquciiuc 


3, Appli 


o c 

Z D 


z b 


7 0 


1 


0 1 
z .5 


1 


TTC 


a q 
U 0 


- uz y 


_ A AO _ 1 *7 


C a m lan^a 

ocCJUcIlUtr 


17, 


Appl 


o c 

Z D 


z b 


n 0 


1 


0 a 
0 U 


A 

4 


TTC 

Ub - 


a o 
u y 


- b4 j 


-boiAboyz 


C a /™ri 1 A r*i /"< A 


5692 ; Ap 


O "7 
Z / 


z4 


/ b . 


A 
U 


p 
0 


1 
O 


TTC - 
Ub - 


u 0 


1 D U 


_ C O A _ 1 0 

b u 4 / z 




f z , 




o o 
z o 


O A 

z4 


/ b . 


n 
U 


lb 


z 


TTC 

Ub - 


a q 
U 0 


COO 

b yz 


- b 4 d/\ b 0 


C a /^fi i ^ n /™< q ' 

ocqucncc 


3 O , 


Ann 1 


o o 

z y 


0 a 
z 4 


O C 

/ b . 


r\ 
U 


lb 


A 
4 


TTC 
Ub 


a q 
u y 


ICR 
ibb 


A O O c: q 

4 z z bo 




R Ft 


Ann 1 


a 
j U 


z 4 


/ b . 


A 
U 


lb 


4 


TTO 

Ub - 


n q 
u y 


- J4 / 


— b u 4 j b 


oequence 




Ann 1 


J 1 


0 /I 

z 4 


7 C 

/ b . 


A 
U 


lb 


4 


TTC 

Ub - 


1U 


- lb 1 


A Q Q 1C 

- 4 y y - j b 


becjuence 




Annl 


Jz 


O A 

z4 


7 C 

7b . 


0 


lb 


Z 


TTC 

Ub - 


A O 

Uo 


Q T /I 

- y j4 


000 n a 
-Zzz-IjU 


bequence 


A. J \J f 


Ann 




z 4 


7 C 

1 b . 


u 


lb 


z 


TTC 

Ub - 


A O 
Ub 


- y J4 


OOO T T 1 

-zzz-lol 


bequence 


111 


Ann 


"3 /I 


z 4 


7 C 

/ b . 


a 
U 


lb 


0 
z 


TTC 

Ub - 


A Q 


Q 1 1 


a a 0 1 in 
-4Uz -IjU 


O ^Tl 1 /"^k « « 

bequence 


X J W / 


Ann 


J J 


z 4 


/ b . 


a 
U 


lb 


z 


TTC 

Ub - 


A Q 
U O 


Q 1 1 


A A O 1 1 1 
-4UZ 1j1 


O ^ri 1 n 

bcqucncc 


111 

X J -L / 


Ann 


J b 


O A 

z 4 


7 C 

/ b . 


A 
U 


lb 


0 
z 


TTC - 
Ub - 


f\ Q 

u y 


- Z U / 


_C01 _1 1A 
-dZ1-1jU 


C a ^ti 1 -in a 

oequciicc 


130, 


App 


"3 H 

5 1 


O A 

z 4 


7 C 

/ b . 


A 
U 


lb 


z 


TTC 

Ub - 


A Q 

u y 


O fl "7 
- Z U / 


Ol ill 
-bzl-lJl 


bequence 


131, 


App 


O 0 


Z 4 


7 c 
/ b . 


a 
U 


lb 


Z 


TTC - 

Ul) 


AO 

U O 


- R 1 "5 

b j z 


-PI Q _ 1 "5 A 


C A m i a ti i^"* £^ 


130, 


App 


1 Q 

j y 


0 A 
z 4 


/ b . 


A 
U 


lb 


z 


TTC 
Ub - 


A Q 


CIO 

- b 0 z 




O ^ri i n ^ 

ocqucncc 


131, 


App 


40 


24 


75. 


0 


16 


3 


US- 


09 


-231 


-797-130 


Sequence 


130, 


App 


41 


24 


75. 


0 


16 


3 


us- 


09 


-231 


-797-131 


Sequence 


131, 


App 


42 


24 


75. 


0 


16 


3 


us- 


08 


-934 


-224-130 


Sequence 


130, 


App 


43 


24 


75. 


0 


16 


3 


us- 


08 


-934 


-224-131 


Sequence 


131, 


App 


44 


24 


75 . 


0 


16 


3 


us- 


08 


-933 


-843-130 


Sequence 


130, 


App 


45 


24 


75 . 


0 


16 


3 


us- 


08 


-933 


-843-131 


Sequence 


131, 


App 



Title: 

Perfect score : 
Sequence : 



US-09-929-924-5 
32 

1 WQALLS 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1276540 seqs, 311283816 residues 

Total number of hits satisfying chosen parameters: 533274 

Minimum DB seq length: 0 
Maximum DB seq length: 10 0 

Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_AA: * 

1 : /cgn2_6/ptodata/2/pubpaa/US07_PUBCOMB . pep : * 

2 : /cgn2_6/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

3 : /cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 

4 : /cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB.pep:* 

5 : /cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB .pep : * 

6 : /cgn2_6/ptodata/2/pubpaa/PCTUS_PUBCOMB.pep:* 

7 : /cgn2_6/ptodata/2/pubpaa/US08_NEW_PUB.pep: * 

8 : /cgn2_6/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 

9 : /cgn2_6/ptodata/2/pubpaa/US09A_PUBCOMB . pep : * 
10 : /cgn2_6/ptodata/2/pubpaa/US09B_PUBCOMB .pep : * 
11 : /cgn2_6/ptodata/2/pubpaa/US09C_PUBCOMB . pep : * 
12 : /cgn2_6/ptodata/2/pubpaa/US09_NEW_PUB.pep: * 
13 : /cgn2_6/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 
14 : /cgn2_6/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 
15 : /cgn2_6/ptodata/2/pubpaa/US10C_PUBCOMB.pep: * 
16 : /cgn2_6/ptodata/2/pubpaa/US10_NEW_PUB.pep: * 
17 : /cgn2_6/ptodata/2/pubpaa/US60_NEW_PUB.pep: * 
18 : /cgn2_6/ptodata/2/pubpaa/US60_PUBCOMB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Description 


1 


32 


100.0 


6 


9 


US-09-929-924-5 


Sequence 5, Appli 


2 


29 


90.6 


22 


9 


US-09-864-761-42586 


Sequence 42586, A 


3 


29 


90.6 


55 


16 


US -10 -437 -963 -188665 


Sequence 188665, 


4 


29 


90.6 


57 


11 


US-09-864-408A-6674 


Sequence 6674, Ap 


5 


28 


87.5 


6 


9 


US-09-929-924-4 


Sequence 4, Appli 


6 


28 


87.5 


8 


9 


US-09-929-924-13 


Sequence 13, Appl 


7 


28 


87.5 


12 


9 . 


US-09-929-924-14 


Sequence 14, Appl 


8 


28 


87 .5 


16 


9 


US-09-929-924-12 


Sequence 12, Appl 


9 


2 8 


87 .5 


21 


14 


US-10-084-813-354 


Sequence 354, App 


10 


28 


87 .5 


21 


. 14 


US-10-084-813-355 


Sequence 355, App 



11 


2 8 


87 


. 5 


z 1 


14 


T to 1 A AO/1 OIO O C 


bequence job, /\pp 


1 A 

lz 


a o 
Z O 


O / 


. b 


a a 

Z Z 


14 


TTO TA AOQ TQ£ 11 TJ 1 

Uo-lU-Uzy-Job-Jl / Ji 




T *J 
1 J 


A Q 
Z O 


O / 


. b 


3 O 


1U 


TTO AO HHA CO Q O Q 


bcquencc zoo, ^-PP 


T A 

14 


a o 
2 8 


O / 


. b 


3 O 


1U 


TTO AO QCQ TJfl OTT 

Uo-uy-yby- /3u-3i / 


O ^ /ti iam/ , *i^ Ill 7\ T^vt^ 

bcquence ii / , "PP 


15 


a o 

28 


87 


. 5 


3 8 


16 


US -10-621-363-31 / 


bequence ji/, A PP 


16 


a o 
Z O 


O A" 

o / 


. b 


by 


lb 


TTO TA ATI Q£Z1 1 7CTQC 

Uo-lU-43 / -ybj-l / b / yb 


ocquencc x / o / , 


17 


a o 

2 8 


O A 

87 


. 5 


60 


16 


Ub-lU-43 / -yb3-l / b4 / b 


bequence J. /b^t /b # 


18 


28 


87 


. 5 


65 


9 


US- 09 -764 -869-1125 


Sequence 112b, Ap 


19 


2 8 


87 


. 5 


65 


14 


TTO "1 A AQT CAjI 

US -10-0yi-b04-llzb 


bequence iizb, Ap 


2 0 


2 8 


87 


. 5 


65 


15 


US -10-227-577-1125 


bequence iizb, Ap 


A T 

2 1 


a o 

2 8 


87 


. 5 


69 


16 


TTO 1 A A T >~l O /T *5 TTTTTO 

US -10-437-963-111113 


bequence iiiiu, 


22 


a o 

2 8 


O A 

87 


. 5 


72 


9 


TTO A Q QOQ Q 1 v! T T 

US -09-929-924-17 


bequence 1 / , Appi 


2 3 


2 8 


87 


. 5 


73 


3 


TTO AQ QOQ QO/1 T 

us-oy-yzy-9z4-ib 


bequence ib, Appi 


a /i 
24 


1 o 

z o 


87 


. b 


/4 


lz 


TTO *1A /IT/1 C O Q OTIOTT 

US-lU-4z4-byy-zllzl / 


O /^v />ri iam/ia ATT ATT 

bequence ziizi/, 


A c 

2 5 


2 7 


O A 

84 


. 4 


z 0 


T A 

10 


TTO AQ Q C O T C /T 

Ub-09-y6z- /bb-2j 


bequence z3, Appi 


2 6 


2 7 


O A 

84 


. 4 


2 0 


T A 

10 


TTO AQ A /T »") rjr /■ 11H*7 

US-09-y6z - / bb-lzz / 


bequence izz/, Ap 


2 7 


2 1 


O A 

84 


. 4 * 


2 0 


15 


TTO 1 A yi n 1 AO 

Ub-10-z53-4 /l-z3 


bequence z3, Appi 


28 


27 


O A 

84 


. 4 


2 0 


1 IT 

15 


TTO 1 A A *1 1 TOAT 

Ub -10-253-4 /1-lzz / 


bequence izz / 1 Ap 


29 


27 


f\ A 

84 


. 4 


20 


16 


US -10 -2 53 -4 93 -2 3 


Sequence 23, Appi 


3 0 


27 


r\ a 

84 


. 4 


20 


16 


US -10 -2 53 -4 93 -122 7 


Sequence 122 7, Ap 


3 1 


2 7 


84 


. 4 


23 


10 


US - 09-962-756-1157 


sequence lib/, Ap 


32 


a ^ 
2 7 


A A 

84 


. 4 


23 


14 


US -10-029-386-30956 


Sequence 30956, A 


3 3 


2 7 


n a 

84 


. 4 


23 


15 


US -10-253-471-1157 


bequence lib/, Ap 


34 


A T 

2 7 


O A 

84 


. 4 


23 


16 


TTO *1A ACO IICT 

Ub -10-253-493-1157 


bequence lib/, Ap 


3 5 


2 7 


O A 

84 


. 4 


43 


9 


Tin AO Q £ A T /* 1 /llvllT 

US - 09-864-761-43437 


bequence 43437, a 


3 6 


A ""7 

z 7 


O A 

84 


A 

. 4 


44 


9 


TTO AQ Of/1 1 yllO/TQ 

Ub-09-ob4 - / bl-41ooy 


bequence 4ioby, a 


J / 


z / 


Q A 


. 4 


C Q 

b y 


Q 

y 


TTO aq Of n CCA QQA 

Ub - u y - o b / - bb u - y o u 


bequence yt$u, App 


3 o 


A T 
Z / 


Q A 

o4 


. 4 


b b 


lz 


TTO TA A A A CQQ ACAACO 

Ub-lU-4z4-byy-zb4zb3 


bequence zb4zbj, 


3 9 


A *"7 

27 


84 


. 4 


75 


12 


TTO 1 A /1A/1 CQQ 1 QO/I ^ n 

Ub-10-4z4-b99-iyo447 


bequence iyo44/, 


40 


27 


84 


.4 


77 


12 


US-10-424-599-264886 


Sequence 264886, 


41 


27 


84 


.4 


85 


16 


US -10 -437 -963 -115561 


Sequence 115561, 


42 


27 


84 


.4 


86 


9 


US-09-864-761-42654 


Sequence 42654, A 


43 


27 


84 


.4 


92 


9 


US-09-354-453-40 


Sequence 40, Appi 


44 


27 


84 


.4 


92 


14 


US-10-267-718-40 * 


Sequence 40, Appi 


45 


26 


81 


.2 


20 


14 


US-10-148-671-1 


Sequence 1, Appli 



Title: 

Perfect score: 
Sequence : 



US-09-929-924-5 
32 

1 WQALLS 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283366 seqs, 96191526 residues 

Total number of hits satisfying chosen parameters: 37674 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : PIR_78:* 

1: pirl:* 
2 : pir2 : * 
3: pir3:* 
4 : pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


27 


84 .4 


87 


2 


C85825 


hypothetical prote 


2 


27 


84 .4 


87 


2 


F90979 


hypothetical prote 


3 


26 


81.2 


47 


2 


G82712 


hypothetical prote 


4 


25 


78.1 


73 


2 


H95898 


hypothetical prote 


5 


25 


78.1 


94 


2 


H71549 


probable trp opero 


6 


24 


75.0 


46 


2 


S11162 


photosystem II pro 


7 


24 


75.0 


46 


2 


A41814 


somatotropin recep 


8 


24 


75 . 0 


52 


2 


A95046 


hypothetical prote 


9 


24 


75.0 


52 


2 


H97916 


hypothetical prote 


10 


24 


75 . 0 


59 


2 


T07432 


photosystem II pro 


11 


24 


75 . 0 


61 


1 


F2RZKS 


photosystem II pro 


12 


24 


75.0 


61 


2 


S02115 


photosystem II pro 


13 


24 


75.0 


61 


2 


S28768 


photosystem II pro 


14 


24 


75.0 


61 


2 


S31447 


photosystem II pro 


15 


24 


75.0 


61 


2 


S58534 


photosystem II pro 


16 


24 


75.0 


62 


2 


T02777 


y4dN protein - Rhi 


17 


24 


75 . 0 


95 


2 


H69767 


hypothetical prote 


18 


24 


75 . 0 


97 


2 


AH0965 


probable secreted 


19 


24 


75.0 


98 


1 


F2NTK 


photosystem II pro 


20 


24 


75.0 


100 


2 


C72775 


hypothetical prote 


21 


23 


71.9 


36 


2 


138913 


histidyl-tRNA synt 


22 


23 


71.9 


42 


2 


T07294 


photosystem II pro 


23 


23 


71.9 


44 


2 


165485 


IR protein - Esche 


24 


23 


71.9 


50 


2 


B60718 


phospholipase A2 h 



9 t; 

Z O 


z o 


71 Q 
/ X . -7 


^9 
3 Z 


z 


nft 9 ^ ft ft 

UOc jOO 




9 c 

Z D 


Z -5 


71 Q 

/ x . y 


jj 


z 


a n n 9 a 


pilUtUby b Lclll XX LyXvJ 






71 9 

/X.J' 




9 


n.O O J J X 


CT382 1 hvnnfhptic 


9 Q 
z o 


Z J 


7 1 Q 
/ J. . j 


£A 

oft 


z 


ATI H74 


xiypuuiiccx tdl piotc 


9 Q 

z y 


9 1 
Z J 


71 Q 

/ x . y 


O y 


z 


C9 ft 1 Ct c; 
oZ o xy o 


f- -i n cno Ira 1 1 i Ifvai n 


7 n 

J u 


Z J 


71 Q 


69 


9 
z 


q i Ann a 
o X*± U / *± 


h\mohhph i pal nynt"P 
J.iyUL'L.ilC 1 — LLdl pi ULC 


o J. 


9 "3 
Z J 


/ 1 . y 


o y 


Z 


Abo d y y 


LianscripLion regu 


1 9 
J Z 


9 1 
Z J 


/ 1 . y 


"7 9 

/ z 


z 


C9 Q 1 Q *C 

bz o xy o 


LIS S Lie Kali lKlcin 


J J 


Z J 


71 Q 
/ X . -7 


7 A 


9 
z 


nft 7 1 qc; 

L/O / X 27 O 


Vi t* Vi "i pal nrrihp 
iiypuLiicLi^ai piULc 




9 "X 
Z J 


7 1 Q 


7 c; 


T 
X 


o / ft y / j 


it i "K*n 1 onpo aecppT ah 
VlIUlCIlLC dbbULldL 




9 3 

Z J 


71 9 

/ X . .7 


7 9 


9 
z 


F9R91 0 


LUUoCI VCU LLUtllCLXii 


3 6 


2 3 


71 9 


ft 2 


9 


D82 ^77 




j / 


9 3 
z o 


71 9 

/ X . -7 


ft 9 
o z 


9 
z 


i-i-7 OlOJ 


t n cpvt" A pin *stl pmpn t" 


38 


23 


71 9 


82 


9 
£i 


G9R1 28 


"i n^prh "i nn pi pmpnt" 


3 9 


9 3 


71 9 

/X.J 


ft4 

o *± 


9 


Aft 99ff 4 


Vl \7T^ O t~ Vl O t" 1 Pal T~\ >-/-N f - Ci 
iiypULllC LXLdX pi ULC 


40 


23 


71. 9 


88 


2 


F82487 


hypothetical prote 


41 ' 


23 


71.9 


90 


2 


S29941 


late embryogenesis 


42 


23 


71.9 


93 


2 


AD2047 


hypothetical prote 


43 


23 


71.9 


100 


2 


E32302 


chemotaxis protein 


44 


22 


68.8 


32 


2 


E82279 


hypothetical prote 


45 


22 


68 . 8 


38 


2 


T01741 


hypothetical prote 



Title: 

Perfect score: 
Sequence : 



US-09-929-924-5 
32 

1 WQALLS 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 141681 seqs, 52070155 residues 

Total number of hits satisfying chosen parameters: 15046 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : SwissProt_42 : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match 


Length DB 


ID 


Description 


1 


26 


81.2 


90 


1 


Y941_C0XBU 


Q83d06 


coxiella bu 


2 


25 


78 . 1 


94 


1 


TRPR_CHLTR 


084171 


chlamydia t 


3 


25 


78 . 1 


98 


1 


FA10_NOTSC 


P82807 


notechis sc 


4 


24 


75 . 0 


37 


1 


REV_SIVM2 


P08809 


simian immu 


5 


24 


75 . 0 


46 


1 


PSBK_CHLRE 


P18263 


chlamydomon 


6 


24 


75 . 0 


46 


1 


PSBK_NEPOL 


Q9tky7 


nephroselmi 


7 


24 


75.0 


56 


1 


PSBK_PINTH 


P41598 


pinus thunb 


8 


24 


75.0 


58 


1 


PSBK_CHAGL 


Q8ma00 


chaetosphae 


9 


24 


75 . 0 


58 


1 


PSBK_PSINU 


Q8wi34 


psilotum nu 


10 


24 


75.0 


59 


1 


PSBK_OENHO 


Q9mtl6 


Oenothera h 


11 


24 


75.0 


59 


1 


PSBK_SPIOL 


P12163 


spinacia ol 


12 


24 


75.0 


61 


1 


PSBK_ARATH 


P56782 


arabidopsis 


13 


24 


75 . 0 


61 


1 


PSBK_HORVU 


P25877 


hordeum vul 


14 


24 


75.0 


61 


1 


PSBK_LOTJA 


Q9bbs2 


lotus japon 


15 


24 


75.0 


61 


1 


PSBK_MAIZE 


P48188 


zea mays (m 


16 


24 


75 . 0 


61 


1 


PSBK_ORYSA 


P12162 


oryza sativ 


17 


24 


75 . 0 


61 


1 


PSBK_SINAL 


P10347 


sinapis alb 


18 


24 


75.0 


61 


1 


PSBK_TOBAC 


P12164 


nicotiana t 


19 


24 


75 . 0 


61 


1 


PSBK_WHEAT 


P58273 


triticum ae 


20 


24 


75.0 


62 


1 


Y4DN_RHISN 


P55413 


rhizobium s 


21 


24 


75.0 


89 


1 


CFA__CITFR 


P45509 


citrobacter 


22 


24 


75.0 


95 


1 


YCZJ_BACSU 


031484 


bacillus su 


23 


24 


75.0 


99 


1 


MDCC_KLEPN 


032712 


klebsiella 


24 


23 


71 . 9 


42 


1 


PSBK_CHLVU 


P56348 


chlorella v 


25 


23 


71 . 9 


47 


1 


PSBKJVIESVI 


Q9mus0 


mesostigma 


26 


23 


71.9 


55 


1 


PSBK_MARPO 


P10348 


marchantia 


27 


23 


71.9 


69 


1 


YFXX_AZOCA 


P26486 


azorhizobiu 


28 


23 


71.9 


91 


1 


YP54_XANAC 


Q8pjh7 


xanthomonas 



z y 


Z.J 


/ 1 


. y 


yz 


1 


xuiy aAWLF 


yopoz y 


x3.ricn.oinona.s 
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. y 


1 A A 
1UU 
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n 
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5 1 


zz 


^ O 
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H A 
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escnerxcriia. 


J z 


Z Z 


b o 
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1 b 
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1 
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Fo xy y z 


escnericnia. 


1 1 
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z z 


a d 
b o 


Q 

. o 


Q O 
o 3 


J. 




ni Qi qc 

Fxy x y o 


Dacceriopno 


1 A 


z z 


b o 


Q 

. o 


Q C 
O 3 


X 


XOZZ FoUATj 


14 do 


p ScUQOinuila S 




z z 


£ p 
o o 


Q 
. O 


P 1 


JL 


LILo HUobK 


rUUXX j 


oil t~i "1 on a n y~ a 

c u.y x cxici y x ct 


o b 


z z 


b o 


Q 


y ^ 


X 


fDT A DDT (~* 7\ 


rj U4 Jo 


xeixs siivc 


j / 


z z 


D O 


O 

. o 




X 


X o O Z rl X V_ X U 


yJ. U O rt *± 


my d V— lcii 


1 Q 
J O 


zz 


D O 


Q 

. o 


y d 




PTJ p UADTM 

LXLiLj rlATjliM 


F444 b X 


naeinopni xus 




z z 


^ P 


Q 
. O 




X 


vr» TT<r I?fTiT T 

jil.^jxjX 


y^t / / x u 


cscnciicnia 


40 


22 


68 


.8 


100 


1 


REV_SIVSP 


P19502 


simian immu 


41 


21 


65 


.6 


29 


1 


PETN_CYAPA 


P48258 


cyanophora 


42 


21 


65 


.6 


29 


1 


PETN_GUITH 


078498 


guillardia 


43 


21 


65 


.6 


29 


1 


PETN_PORPU 


P51276 


porphyra pu 


44 


21 


65 


.6 


44 


1 


PSBK_0D0SI 


P49513 


odontella s 


45 


21 


65 


.6 


45 


1 


PSBK_CYAPA 


P14237 


cyanophora 



Title : US -09- 92 9-924-5 

Perfect score: 32 
Sequence : 1 WQALLS 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1017041 seqs, 315518202 residues 

Total number of hits satisfying chosen parameters: 175362 

Minimum DB seq length : 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : SPTREMBL_25 : * 

1 : sp_archea : * 

2: sp_bacteria : * 

3 : sp_f ungi : * 

4 : sp_human : * 

5 : sp_invertebrate : * 

6 : sp_mammal : * 

7 : sp_mhc : * 

8 : sp_organe lie:* 

9 : sp__phage : * 

10: sp_plant:* 

11: sp_rodent:* 

12 : sp_virus : * 

13 : sp_vertebrate : * 

14: sp_unclassif ied: * 

15: sp_rvirus : * 

16: sp_bacteriap : * 

17: sp_archeap:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 


Description 


1 


29 


90.6 


42 


16 


Q8FZI7 


Q8fzi7 brucella su 


2 


29 


90.6 


68 


8 


Q8HJX2 


Q8hjx2 ascobulla f 


3 


28 


87.5 


54 


17 


Q8ZZF6 


Q8zzf6 pyrobaculum 


4 


28 


87.5 


55 


10 


Q84QN7 


Q84qn7 oryza sativ 


5 


28 


87.5 


71 


6 


Q8HY42 


Q8hy42 bos taurus 


6 


28 


87.5 


71 


6 


Q8HY28 


Q8hy2 8 ovis aries 


7 


28 


87.5 


88 


16 


Q88ZR0 


Q88zr0 lactobacill 


8 


28 


87.5 


90 


11 


P70443 


P7 0443 mus musculu 


9 


27 


84 .4 


58 


16 


Q8CLT7 


Q8clt7 yersinia pe 


10 


27 


84 .4 


66 


17 


Q8ZZX5 


Q8zzx5 pyrobaculum 


11 


27 


84 .4 


87 


16 


Q8X8U6 


Q8x8u6 escherichia 



1 2 

X £a 


2 6 


81 2 


42 


8 


034478 


034478 euDeiriDatoi 


X 


26 


81 2 


47 


16 


09PE35 


09ne35 xvlella fas 


14 


26 


81 2 

U .x. * *-* 


52 


16 


08EGW9 


08eciw9 shewanella 


15 


26 


81 2 


69 


8 


08WFY2 


08wfv2 discorsoDaa 


16 


26 


81 2 


69 


14 

X ^ 


099IS8 


099is8 uncultured 


1 7 


2 6 


81 9 


83 


9 


P7743 1 

Ir / /TJX 


P77431 psrhpri rhi a 


1 8 


2 6 


81 9 


84 


9 


093RH7 


093pVi7 h^l "i rohartp 


1 9 


2 6 


81 9 




fl 
o 


037764 


03 7 764 mvfi lus pHu 




2 5 


7 8 1 

/ O . x 


2 1 

£t X 


1 3 

X J 






21 


25 


78 1 

/ U • X 


40 


6 




09tru3 oirvctolacrus 


22 


25 


78 1 


52 


16 

X w 


07U5T8 


07u5t8 svnechococc 


23 


25 

xj 


78 1 


54 


16 


087U84 


087u84 Dseudotnonas 




2 5 


78 1 

/ o • X 


5 9 


q 


D9MrTT1 

\£ J 11 V— U X 




25 


25 


78 1 


65 


8 


036125 


03 612 5 thvroDhvaus 




25 


78 1 

/ U • X 


73 


16 

X w 


092W89 


092w89 T*hi zobi um m 

\^ >b nU > Lll± A \JXJ XU.III III 


2 7 


25 


78 1 

/ O • X 


81 

Q X 


4 


O7Z6O0 


O72;6fr0 hnmn sani ph 


28 


25 


78 1 

/ O • X 


83 


Q 


07Y4T7 


07 v4 i 7 strpntococc 


9 9 


9 5 


78 1 
/ o < X 


8 3 

O 3 


1 7 




nfi7iivfl nvrnha rn 1 um 

yO^Uv O jfj J~ \JUGi\* U.X LLIIL 


3 n 


9 5 


7 8 1 
/ o . x 


84 


1 

X D 


098F&9 


OQRpa9 rhi 7ohinin 1 

yJ70CCt^ X 11X £j\JUA. Li. Ill X 


1 

J J. 


9 5 


7 R 1 


ft 9 


1 7 

X / 


HP 7YCQ 


^0Zu\.t3 0 kjy x vjxJciv^ u.x u.iii 


3 2 


25 


7 8 1 


94 

Zf A 


9 

4b 


Sc o 1\\^X/ / 


D8lcrrd7 rhl amvrfi a t 

r±\^\jL / win ci my v«j. x cl 


33 


25 


78 1 


94 


9 




08kcrd4 chlamvdia t 


34 


25 


78 1 

/ (J > X 


100 

X w u 


9 


O8VML0 


Oflvinl 0 nspudrnnonas 


35 


25 


78 1 


100 


11 


08C8G5 


08c8cr5 mus musculu 


36 


24 


75 0 


14 


6 


077538 


077538 bos taurus 


37 


24 


75 . 0 


17 


15 


Q73442 


07344 2 human immun 

' X X &d X X \A \ 1 IL4 X X .X> V 1 11 1 L LA X X 


38 


24 


75 . 0 


18 


8 


09GB22 


09crb22 calvDtornena 


3 9 


24 

U X 


75 0 


2 1 

£i X 


4 


09UOV9 


09urrv9 hnmn Rairi pn 
VJUvjv j iiv 1 1 oapxdi 


40 


24 


75.0 


23 


4 


Q9HCW9 


Q9hcw9 homo sapien 


41 


24 


75.0 


27 


8 


Q8SFG9 


Q8sfg9 tachycineta 


42 


24 


75.0 


27 


8 


Q8SFG8 


Q8sfg8 tachycineta 


43 


24 


75.0 


27 


8 


Q8SFG7 


Q8sfg7 tachycineta 


44 


24 


75.0 


27 


8 


Q8SFG4 


Q8sfg4 tachycineta 


45 


24 


75.0 


27 


8 


Q8SFH1 


Q8sfhl progne subi 



Title: 

Perfect score: 
Sequence : 



US-09-929-924-9 
25 

1 WQWA 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1586107 seqs, 28254.7505 residues 

Total number of hits satisfying chosen parameters: 891005 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : A_Geneseq_2 9Jan04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


25 


100.0 


6 


4 


AAB70021 


Aab70021 


Murine D4 


2 


25 


100.0 


6 


4 


AAB70011 


Aab70011 


Mammalian 


3 


25 


100.0 


12 


4 


AAB70017 


Aab70017 


Mammalian 


4 


25 


100. 0 


72 


4 


AAB70019 


Aab70019 


Mammalian 


5 


24 


96. 0 


10 


5 


AAE26314 


Aae26314 


Human rBP 


6 


22 


88.0 


50 


3 


AAY65385 


Aay653 85 


Human 5 ' 


7 


22 


88.0 


52 


4 


AAU64643 


Aau64643 


Propionib 


8 


22 


88.0 


52 


6 


ABM61162 


Abm61162 


Propionib 


9 


22 


88.0 


58 


4 


AAU39860 


Aau39860 


Propionib 


10 


22 


88.0 


58 


6 


ABM36379 


Abm36379 


Propionib 


11 


22 


88.0 


88 


4 


AAU62887 


Aau62887 


Propionib 


12 


22 


88 . 0 


88 


6 


ABM59406 


Abm59406 


Propionib 


13 


21 


84.0 


8 


3 


AAB08552 


Aab08552 


Peptide i 


14 


21 


84.0 


9 


2 


AAW43751 


Aaw43751 


Bacterici 


15 


21 


84.0 


16 


3 


AAB08553 


Aab08553 


Peptide i 


16 


21 


84.0 


18 


2 


AAR31905 


Aar31905 


Peptide b 


17 


21 


84 . 0 


26 


2 


AAW54336 


Aaw54336 


Bradykini 


18 


21 


84 . 0 


28 


5 


AAU90823 


Aau90823 


Insulin/i 


19 


21 


84 .0 


38 


2 


AAW42521 


Aaw42521 


Peptide d 


20 


21 


84 .0 


47 


1 


AAP80078 


Aap80078 


Cytomegal 
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40 


21 


84 


. 0 


92 


4 


AAM86518 


Aam86518 


Human imm 


41 


21 


84 


. 0 


92 


4 


AAO10217 


Aaol0217 


Human pol 


42 


21 


84 


. 0 


92 


4 


ABG28498 


Abg28498 


Novel hum 


43 


21 


84 


.0 


95 


3 


AAB28004 


Aab28 004 


Human sec 


44 


21 


84 


.0 


95 


4 


AAU64259 


Aau64259 


Propionib 


45 


21 


84 


.0 


95 


4 


AAU67642 


Aau67642 


Propionib 



Title: 

Perfect score : 
Sequence : 



US-09-929-924-9 
25 

1 WQWA 6 



Scoring table : BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 389414 seqs, 51625971 residues 

Total number of hits satisfying chosen parameters: 264921 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/2/iaa/5A_COMB .pep : * 

2 : /cgn2_6/ptodata/2/iaa/5B_COMB .pep : * 

3 : /cgn2_6/ptodata/2/iaa/6A_COMB .pep : * 

4 : /cgn2_6/ptodata/2/iaa/6B_COMB .pep : * 

5 : /cgn2_6/ptodata/2/iaa/PCTUS_COMB.pep: * 

6 : /cgn2_6/ptodata/2/iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


21 


84 


.0 


8 


4 


US-09-257-525A-2 


Sequence 


2, Appli 


2 


21 


84 


.0 


9 


2 


US-08-621-803-195 


Sequence 


195, App 


3 


21 


84 


.0 


9 


3 


US-09-217-352-195 


Sequence 


195, App 


4 


21 


84 


.0 


15 


4 


US-09-257-525A-3 


Sequence 


3, Appli 


5 


21 


84 


.0 


18 


1 


US-08-178-268-23 


Sequence 


23, Appl 


6 


21 


84 


. 0 


26 


3 


US-08-676-242-15 


Sequence 


15, Appl 


7 


21 


84 


.0 


36 


6 


5231168-14 


Patent No, 


5231168 
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84 


.0 
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10, Appl 
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84 


.0 
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US-08-818-112-72 


Sequence 


72, Appl 
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21 


84 


.0 


97 
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US-08-818-111-73 


Sequence 


73, Appl 


11 


21 


84 


.0 


97 
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US-09-056-556-72 


Sequence 


72, Appl 
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21 


84 


.0 


97 
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US-09-072-596-73 


Sequence 


73, Appl 
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21 


84 


.0 


97 
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Sequence 


72, Appl 
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80 
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Sequence 


4, Appli 
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Sequence 


25, Appl 
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bequence 
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5 0 y 1 , Ap 


40 


19 
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. 0 


57 


4 


US 


-08 


-630 


-915A-136 


Sequence 


13 6, App 


41 


19 


76 


.0 


57 


4 


us 


-08 


-630 


-915A-219 


Sequence 


219, App 


42 


19 


76 


.0 


58 


4 


us 


-09 


-275 


-252A-33 


Sequence 


33, Appi 


43 


19 


76 


.0 


62 


4 


US 


-08 


-630 


-915A-135 


Sequence 


135, App 


44 


19 


76 


.0 


66 


1 


US 


-08 


-208 


-008C-8 


Sequence 


8, Appli 


45 


19 


76 


.0 


70 


4 


US 


-09 


-489 


-039A-7312 


Sequence 


7312, Ap 



Title : 

Perfect score: 
Sequence : 



US-09-929-924-9 
25 

1 WQWA 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1276540 seqs, 311283816 residues 

Total number of hits satisfying chosen parameters: 533274 

Minimum DB seq length: 0 
Maximum DB seq length: 10 0 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_AA: * 

1 : /cgn2_6/ptodata/2/pubpaa/US07_PUBCOMB . pep : * 

2 : /cgn2_6/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

3 : /cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB.pep:* 

4 : /cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB.pep: * 

5 : /cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 

6 : / cgn2_6 /p t oda t a/ 2 /pubpaa/ PCTUS_PUBCOMB . pep : * 

7 : /cgn2_6/ptodata/2/pubpaa/US08_NEW_PUB.pep: * 

8 : /cgn2_6/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 

9 : /cgn2_6/ptodata/2/pubpaa/US09A_PUBCOMB . pep : * 

10 : /cgn2_6/ptodata/2/pubpaa/US09B_PUBCOMB . pep : * 

11 : /cgn2_6/ptodata/2/pubpaa/US09C_PUBCOMB.pep: * 

12 : /cgn2_6/ptodata/2/pubpaa/US09_NEW_PUB.pep:* 

13 : /cgn2_6/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 

14 : /cgn2_6/ptodata/2/pubpaa/US10B_PUBCOMB .pep : * 

15 : /cgn2_6/ptodata/2/pubpaa/US10C_PUBCOMB . pep : * 

16 : /cgn2_6/ptodata/2/pubpaa/US10_NEW_PUB . pep : * 

17 : /cgn2_6/ptodata/2/pubpaa/US60_NEW_PUB.pep: * 

18 : /cgn2_6/ptodata/2/pubpaa/US60_PUBCOMB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 
Match 


Length DB 


ID 




Description 


1 


25 


100 . 0 


6 


9 


US-09-929- 


924-9 


Sequence 9, Appli 


2 


25 


100 . 0 


6 


9 


US-09-929- 


924-19 


Sequence 19, Appl 
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25 


100.0 


12 


9 


US-09-929- 
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Sequence 15, Appl 
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100.0 


67 
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US-10-424 


-599-216120 


Sequence 21612 0, 
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100.0 


72 


9 


US-09-929- 
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Sequence 17, Appl 
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24 
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Title: 

Perfect score: 
Sequence : 



US-09-929-924-9 
25 

1 WQWA 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283366 seqs, 96191526 residues 

Total number of hits satisfying chosen parameters: 37674 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : PIR_78:* 

1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



NO. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


22 


88 .0 


53 


2 


H82739 


hypothetical prote 


2 


21 


84.0 


69 


2 


G69188 


hypothetical prote 


3 


21 


84.0 


75 


2 


E82859 


hypothetical prote 


4 


21 


84 .0 


77 


2 


F90702 


hypothetical prote 


5 


21 


84 .0 


77 


2 


A85553 


hypothetical prote 


6 


21 


84 .0 


77 


2 


G64784 


ybcJ protein - Esc 


7 


21 ' 


84 . 0 


82 


2 


151180 


gonadotropin -relea 


8 


21 


84 .0 


82 


2 


151355 


gonadotropin relea 


9 


21 


84 .0 


82 


2 


151365 


gonadotropin -relea 


10 


21 


84 .0 


82 


2 


151331 


gonadotropin relea 


11 


21 


84 .0 


87 


2 


140094 


hypothetical prote 


12 


21 


84 .0 


89 


2 


A82718 


3 OS ribosomal prot 
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21 


84 .0 


93 
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T35660 


probable acylphosp 
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84 .0 
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L71-5 protein - fr 
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84 .0 
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ysa protein [impor 
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integration host f 
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80 .0 


60 


2 


S51234 


puclA protein - Rh 
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76.0 


71 


4 


A58658 


hypothetical colla 


42 


19 


76.0 
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ribosomal protein 


43 
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hypothetical prote 
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B98254 


hypothetical prote 


45 
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2 
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hypothetical prote 



Title: 

Perfect score: 
Sequence : 



US-09-929-924-9 
25 

1 WQWA 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 141681 seqs, 52070155 residues 

Total number of hits satisfying chosen parameters: 15046 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45. summaries 

Database : SwissProt_42 : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


21 


84 .0 


30 


1 


IHFB_RHILE 


P80606 


rhizobium 1 


2 


21 


84.0 


70 


1 


R17E_METKA 


Q8tuz3 


methanopyru 


3 


21 


84.0 


70 


1 


YBCJ_EC0LI 


P45571, escherichia 


4 


21 


84 . 0 


82 


1 


G0N3_0NCMA 


P30973 


oncorhynchu 


5 


21 


84.0 


82 


1 


G0N3_SALSA 


P35629 


salmo salar 


6 


21 


84 . 0 


82 


1 


G0N3_SALTR 


P45653 


salmo trutt 


7 


21 


84 . 0 


100 


1 


IHFB_AGRT5 


Q8uif9 


agrobacteri 


8 


20 


80.0 


84 


1 


DHSD_CHOCR 


P54323 


chondrus cr 


9 


20 


80 . 0 


94 


1 


IHFB_BRUME 


Q8yet3 


brucella me 


10 


20 


80 . 0 


94 


1 


IHFB_BRUSU 


Q8g3 04 


brucella su 


11 


20 


80 . 0 


94 


1 


IHFB_RHIL0 


Q98gs0 


rhizobium 1 


12 


19 


76 . 0 


52 


1 


Y0AH_HAEIN 


P56507 


haemophilus 


13 


19 


76.0 


66 


1 


Y82 8_METJA 


Q58238 


methanococc 


14 


19 


76.0 


73 


1 


RL24_HELPY 


P56049 


helicobacte 


15 


19 


76.0 


89 


1 


CYB_BRANA 


P49390 


brassica na 


16 


18 


72 .0 


22 


1 


CPI4_S0LTU 


P58602 


solanum tub 


17 


18 


72 . 0 


24 


1 


CR16_LITXA 


P56231 


litoria xan 


18 


18 


72 . 0 


24 


1 


CR18_LITCH 


P81251 


litoria chl 


19 


18 


72 . 0 


24 


1 


CR19_LITCH 


P81252 


litoria chl 


20 


18 


72 . 0 


25 


1 


CR11_LITSP 


P56226 


litoria spl 


21 


18 


72 . 0 


25 


1 


CR12_LITCE 


P56227 


litoria cae 


22 


18 


72 . 0 


25 


1 


CR13_LITCE 


P56228 


litoria cae 


23 


18 


72 . 0 


25 


1 


CR14_LITGI 


P56229 


litoria gil 


24 


18 


72 . 0 


25 


1 


CR15_LITCE 


P56230 


litoria cae 


25 


18 


72 . 0 


25 


1 


CR1A_LITSP 


P82104 


litoria spl 


26 


18 


72 . 0 


32 


1 


LPID_EDWTA 


P08140 


edwardsiell 


27 


18 


72 . 0 


38 


1 


RL7_VIBC0 


P05395 


vibrio cost 


28 


18 


72 . 0 


39 


1 


PSBJ_SYNP2 


Q8rsw0 


synechococc 



o o 

z y 


1 Q 
±0 


H O 


. U 


j y 


X 


DCU T CVTSTV1 


r / JU / U 


synecnucyst 


J U 


lO 


n o 


A. 


4 0 


X 


TTJT31 Dlir\TT? 

Ltria x KnU 1 hi 


ro UD y U 


x rioaocyc xus 


J 1 


±0 


n o 
/ Z 


A 




X 


vols, niuvtr 


nn Qci 0 
FU y D xo 


oaxxey yen 


32 


18 


72 


. 0 


65 


1 


XIKX 1K1K1 


y4 000 / 


uricnosanLfi 


33 


18 


72 


A 


oy 


1 




DO 1 n Q 
trZ X X x y 


VaCClIlla VI 


T /I 


lo 


/2 


n 
. U 


•"7 /I 


X 


nOAU OVTVTDC 


•no 0 n "7 "7 


synecnococc 


J D 


x 0 


•70 


a 
. u 


"7 Q 


X 


ovjro O UKUrlCi 


Dfl7 P4 9 


UiUQ VJ^J HXlCt 


6 0 


1 0 


/ 2 


. U 


/ D 


T 

X 




no 0 C O C 


orycLuiagus 


J / 


1 Q 
1 O 


*7 O 


A 


1 Q 

/ y 


X 


VTTQH MVP TIT 


UUODUU 


Uiyv—LJiJclL- LCI x 


j O 


1 P 


79 
/ Z 


n 

* . 


p n 
0 u 


1 
X 


fHYM MnTTQT? 
V- ^/A.i y l v\\J UuDj 


DEC O QO 


mi 1 ci mi ic/^iiT n 




1 P 
X 0 


/ Z 




P £ 


T 
X 






X 1LJ\C L Lola 


40 


18 


72 


.0 


86 


1 


ACP~RICPR 


Q9zch9 


rickettsia 


41 


18 


72 


.0 


86 


1 


RS2 8_AERPE 


Q9y9a6 


ae ropy rum p 


42 


18 


72 


.0 


87 


1 


YBED_ECOLI 


P30977 


escherichia 


43 


18 


72 


.0 


87 


1 


YBED_SALTY 


Q8xgv6 


salmonella 


44 


18 


72 


.0 


87 


1 


YQ00_YERPE 


Q8zdg8 


yersinia pe 


45 


18 


72 


.0 


90 


1 


G0N3_0RYLA 


Q9dd4 9 


0 progonado 



Title: 

Perfect score: 
Sequence : 



US-09-929-924-9 
25 

1 WQWA 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1017041 seqs, 315518202 residues 

Total number of hits satisfying chosen parameters: 175362 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : SPTREMBL_25 : * 

1 : sp_archea : * 

2 : sp_bacteria : * 

3 : sp_f ungi : * 

4 : sp__human : * 

5 : sp_invertebrate : * 

6 : sp_mammal : * 

7 : sp_mhc : * 

8: sp_organelle : * 

9 : s P_P na 9 e : * 
10: sp_plant:* 

11: sp_rodent:* 

12: sp_virus:* 

13: sp_vertebrate : * 

14 : sp_unclassif ied: * 

15: sp_rvirus:* 

16: sp_bacteriap : * 

17 : sp_ar cheap : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



to. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


25 


100.0 


90 


11 


P70443 


P70443 mus musculu 


2 


22 


88.0 


53 


16 


Q9PEQ7 


Q9peq7 xylella fas 


3 


22 


88.0 


79 


6 


Q9GLJ3 


Q9glj3 sus scrofa 


4 


22 


88.0 


89 


16 


Q8PBD3 


Q8pbd3 xanthomonas 


5 


21 


84 . 0 


33 


13 


Q9W7G0 


Q9w7g0 oncorhynchu 


6 


21 


84 . 0 


53 


4 


Q7Z493 


Q7z4 93 homo sapien 


7 


21 


84 . 0 


54 


13 


Q90W09 


Q90w09 oncorhynchu 


8 


21 


84 .0 


60 


13 


Q8JHV5 


Q8jhv5 heteralocha 


9 


21 


84 .0 


68 


16 


Q8PEN3 


Q8pen3 xanthomonas 


10 


21 


84.0 


69 


5 


015559 


015559 trichomonas 


11 


21 


84 . 0 


69 


17 


026763 


026763 me t hanobac t 



1 9 

Xz 


9 1 
Z X 


Q A 


U 


7 1 


c 
D 


m ccnn 
uxoo / / 


HI CC77 onhaniAoKa V\ 


i i 
X o 


9 1 
Z X 


P4 
O ft . 


a 
u 


7 R 


1 £ 
X D 




C\ Qr^Vi c 9 V"\/1 o 1 1 a f ac 
\£y^jLi.\*£ Ayiciia xdo 


1 4 
X 1 


9 1 

£t X 


R4 

04 • 


a 
u 


77 


1 

X o 


Oft YPT7 


nftyrf 7 pcpVipt i r*Vi i s 




9 1 

£t X 


R4 




77 


X D 


ORPK49 


Oft'Fk'49 ^cjpViP*T"i r*h"i a 

yu<LJVT£i cornel, i^niu 


X o 


9 T 

Z X 


R4 


n 


77 


1 fi 
X o 


yo j j ox 




1 7 


9 T 

X 


R4 


a 

V 


7 R 


1 

X D 




mvaH^ Vi f=» 1 "i rnharfp 


1 ft 


9 1 

^ X 


R4 


A 

V-/ 


R9 


Q 
-/ 


yoxinuo 


OftHaHft irinripl 1 3 


1 Q 
x y 


9 1 
Z X 


ft A 

Oft . 




P 9 
OZ 




nqo A Q A 
U i?ft 


U 71 UI1L.UL lly IlLULl 


9 ri 
Z V 


9 1 
Z X 


P A 
Oft . 


A 
U 


P 9 
OZ 


X J 


y y U v x J 


yyuvyj one ox nyiiuiiu 


9 1 
Z X 


Z X 


P A 
Oft . 


U 


P 9 
OZ 




PlOTflDQ 


Q i Q Q f\ , v\ r+ f\ v r"i t /■■o ^< ri 1 1 

yyxop-7 OllUOX iiyiicjxiu. 


9 9 
Z z 


9 1 
Z X 


P A 
Oft . 


A 


P 9 
0 Z 


1 "3 
X J 


aqt pnn 
y x oi^u 


O Q t O /~t A /~\ *-> /—i >- Vi t tv\ r\ 1 1 

y^xocju oxicoxiiyriv^iiu. 


9 "5 
Z j 


9 1 
Z X 


P A 
Oft . 


U 


P 9 
0 Z 


1 £ 
ID 




y?rujj sticpcoiiiycc 


Z ft 


9 1 
Z X 


PA 
Oft . 


A 

\J 


P 7 
O Z> 


Q 


yo j j 1 / 


yOjjL / luyCODaC Lcll 


9 c 

Z O 


9 1 
Z X 


P A 


A 

u 


P £ 
0 O 


lb 


r\o qi pi 
y 0 0 X£jX 


yooxex pscUQoiuonds 


9 

z o 


9 1 

Z X 


ft 4 


n 

u 


ft 7 
o / 


z 


04 4 QR4 


OA 4QRA hapi 1 1 nc V^>" 


9 7 
z / 


9 1 

Z X 


ft 4 
o ft . 


n 

u 


ft ft 
o o 


i n 

X u 


V- 7 Oil -7 o 


OQcpQR ti i p^h i ana i~ 


9 P 
Z O 


9 1 
Z X 


P 4 
O ft . 


A 
U 


P Q 


X D 




V-^P"©' xyiclld lab 


9 9 

Z. -7 


9 1 

£i X 


R4 


n 
\j 


R 9 


X o 


OR7F7"^ 


OR7p77 yvI p1 1 a fae 




9 1 

Z> X 


R4 


n 
\j 


99 




ORMTP9 


Dftrnhn? hnmhw mnr"! 

^OLIIL^L^^ UU 1 1 LLJ y tll^JX X 


J X 


9 1 

Z X 


R4 




Q9 


X 3 


OR n 74 R 


flfl R human i mmiin 
youjij iiLiiiictii xiiuiiu.ii 


9 
J Z 


9 1 
Z X 


PA 
0 ft . 


A 
V 




1 £ 
ID 




y^zijqj screpcuniycc 


J j 


9 1 
Z X 


ft 4 
O ft . 


A 
V 


Q7 


X O 


no 9.TTTR 


voz j lid sticptoiuycc 


74 


9 1 

Z. X 


ft4 


A 

yj 


Q4 


1 R 


yO V j *x ^ 


OPH^AQ human i mmnn 
yovji j iiLiiudii xuuuu.il 




9 1 

Z X 


ft 4 
o . 


A 


QC 


Q 


H7V9 


y / y^ jj Ljiicty c jjiix i 


J o 


9 1 

X 


ft4 


A 

u 


Q7 


X u 


yO J XiM O 


yoDiiio oxyzd. oaLiv 


7 7 


9 1 

X 


R4 


A 
\J 


Q ft 


c 


094 0 74 


O9A074 Hyr^ar^r^Vi "i 1 a 
y^tU / ft UI UoULylll X d 


7 ft 
J o 


9 1 
Z X 


P4 
Oft . 


A 
U 


Q P 
^ O 


X X 


OP Q 


VOXJZJjy mus IllUSCLllU 


1 Q 


9 1 
Z X 


Q A 


A 
U 


T A A 

1UU 


1 1 
X X 


y yub i y 


yyubty mus inuscuxu 


40 


20 


80. 


0 


22 


4 


Q9UPC7 


Q9upc7 homo sapien 


41 


20 


80. 


0 


22 


11 


Q9QX2 0 


Q9qx20 mus musculu 


42 


20 


80 . 


0 


36 


16 


Q97Q81 


Q97q81 streptococc 


43 


20 


80 . 


0 


45 


2 


Q50860 


Q50860 myxococcus 


44 


20 


80 . 


0 


49 


16 


Q8KEE8 


Q8kee8 chlorobium 


45 


20 


80. 


0 


52 


12 


Q9DLS0 


Q9dls0 mucosal dis 



Title: 

Perfect score: 
Sequence : 



US-09-929-924-11 
26 

1 WQKVA 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1586107 seqs, 282547505 residues 

Total number of hits satisfying chosen parameters: 891005 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



A_Geneseq_2 9Jan04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2 002s : * 

6: geneseqp2 003as : * 

7 : geneseqp2003bs : * 

8 : geneseqp2 0 04s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


26 


100 


.0 


6 


4 


AAB70013 


Aab70013 


Mammalian 


2 


23 


88 


.5 


14 


4 


AAM97713 


Aam97713 


Human pep 


3 


23 


88 


.5 


79 


6 


ABU2 94 75 


Abu29475 


Protein e 


4 


23 


88 


.5 


89 


7 


ADC95418 


Adc95418 


E. faeciu 


5 


22 


84 


.6 


8 


4 


AAM23402 


Aam23402 


HIV pepti 


6 


22 


84 


.6 


8 


4 


AAM22441 


Aam22441 


HIV pepti 


7 


22 


84 


.6 


8 


4 


AAM22924 


Aam22 924 


HIV pepti 


8 


22 


84 


.6 


8 


4 


AAM22861 


Aam22861 


HIV pepti 


9 


22 


84 


.6 


9 


4 


AAM22205 


Aam22205 


HIV pepti 


10 


22 


84 


. 6 


9 


4 


AAM22197 


Aam22197 


HIV pepti 


11 


22 


84 


.6 


9 


4 


AAM23277 


Aam23277 


HIV pepti 


12 


22 


84 


.6 


9 


4 


AAM22198 


Aam22198 


HIV pepti 


13 


22 


84 


.6 


9 


4 


AAM22204 


Aam22204 


HIV pepti 


14 


22 


84 


.6 


9 


6 


ABR24779 


Abr24779 


Human can 


15 


22 


84 


.6 


9 


6 


ABR24987 


Abr24987 


Human can 


16 


22 


84 


.6 


10 


6 


ABR25073 


Abr25073 


Human can 


17 


22 


84 


.6 


10 


6 


ABR24534 


Abr24534 


Human can 


18 


22 


84 


.6 


10 


6 


ABR24874 


Abr24874 


Human can 


19 


22 


84 


.6 


10 


6 


ABR24887 


Abr24887 


Human can 


20 


22 


84 


. 6 


10 


6 


ABR25156 


Abr25156 


Human can 



21 


22 


84 . 6 


10 


6 


ABR2 5 7 02 




riuTna.n can 


22 


22 


84 . 6 


15 


D 


AA02 y 814 


AdOZ 0 J. 4 


ri 1 k 1 i v irn_ 


23 


22 


84 . 6 


15 


6 


AAU2 y 8 15 


A a /-\0 QOI c 


niKi i v iriL- 


24 


22 


84 . 6 


A O 

42 


4 


AAMyb 104 


A nmOr 1 f» yl 

ftalll"D J. U *l 


nuniaii iTcp 


25 


22. 


OA C 


4z 


4 


A ATTO nOQ 

AAUzz / y 8 


nan 1 ? 9 7 Qft 


nu. 1 Lid 11 JJl u 


26 


22 


O A C 
84 . D 


4b 


4 


A A 1 "> /I Q1 

AAU 1 z 4 y 1 


M.O.O JL Z *t y ± 


ITLXlllCtil pui 


«-» <-j 

27 


22 


OA C 

84 . 6 


5 0 


4 


AcvaOz D y 0 


MJJy vZ D?U 


1MUVC1 I1U.U1 


28 


22 


OA C 

84 . o 


cr a 
54 


4 


A ATT^T 1 A 
AAU D J D / 4 


MUD JD/ft 




29 


22 


84 . 6 


54 


b 


ABMoOiy 5 


MJjlTlO u ± y .5 


Jr ITCjp J. OH J. JJ 


30 


22 


84 . 6 


65 


b 


A DTTC O 1 C C 

ABU58 155 




uoxrn suire 


31 


22 


84 . 6 


70 


3 


AALo j 0 y 1 


Aciy J jU"1 


iica ITla.yS 


32 


22 


OA £ 

84 . o 


/ / 


3 


Mi 5 5 b 8 5 


Aayb jOO j 


f™* ol OA3T1 

^ . eiegan 


33 


22 


OA C 

84 . 6 


82 


6 


A "DTTC O T C C 

ABU58156 


ADUD 8 Id b 


^ojrn st.ire 


34 


22 


84 . b 


83 


3 


AAvj 0 1 y 2 J 




Ui imam 0 0 

riu.iiiclil bet 


3 5 


2 1 


80 . 8 


0 
8 


4 


adfij iy y 




tTT'\7' Afl9 c 
xl± V rtUZ s 


3 6 


2 1 


or* 0 

80 . 8 


y 


4 


AAMz 2 2 0 3 


• Aalllz Z Z U J 


ri±v pepui 


3 / 


2 1 


on 0 
80 . 8 


y 


4 


AAJYlz z z 0 0 


A amO 9 9 fl n 

/-icimz z z u u 


T_T T t /■ nen f -i 

ii±v pepui 


3 0 


2 1 


or* 0 
80 . 8 


y 


4 


AdF1j4 0 y 




n±v i-iU z fa 


3 y 


2 1 


Q A Q 

80 . 8 


y 


4 


ADD1 QrtQC 

/voFxy 0 y o 




11 X V DOZ fa 


40 


21 


80 . 8 


9 


4 


ABP21398 


Abp21398 


HIV A03 m 


41 


21 


80 . 8 


9 


4 


ABP13408 


Abpl3408 


HIV A02 s 


42 


21 


80 . 8 


10 


4 


ABP16160 


Abpl6160 


HIV A24 S 


43 


21 


80 . 8 


10 


4 


ABP13639 


Abpl3639 


HIV A02 S 


44 


21 


80.8 


10 


4 


ABP13641 


Abpl3641 


HIV A02 s 


45 


21 


80.8 


10 


4 


ABP21401 


Abp214 01 


HIV AO 3 m 



\ 



Title: 

Perfect score: 
Sequence : 



US-09-929-924-11 
26 

1 WQKVA 6 



Scoring table: BLOSUM62 

Gapop 10,0 , Gapext 0.5 

Searched: 389414 seqs, 51625971 residues 

Total number of hits satisfying chosen parameters: 264921 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/2/iaa/5A_C0MB.pep: * 

2 : /cgn2_6/ptodata/2/iaa/5B_COMB.pep : * 

3 : /cgn2_6/ptodata/2/iaa/6A_COMB.pep : * 

4 : /cgn2_6/ptodata/2/iaa/6B_COMB .pep : * 

5 : /cgn2_6/ptodata/2/iaa/PCTUS_COMB . pep : * 

6 : /cgn2_6/ptodata/2/iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



NO. 


Score 


Match 


Length DB 


ID 








Description 


1 


23 


88 


.5 


89 


4 


US- 


09 


-107 


-532A-5045 


Sequence 


5045, Ap 


2 


22 


84 


.6 


50 


4 


US- 


09 


-621 


-976-6430 


Sequence 


6430, Ap 


3 


22 


84 


.6 


77 


4 


US- 


09 


-084 


-303B-206 


Sequence 


2 06, App 


4 


22 


84 


.6 


78 


2 


US- 


08 


-469 


-412A-13 


Sequence 


13, Appl 


5 


22 


84 


.6 


78 


3 


US- 


09 


-021 


-715-13 


Sequence 


13, Appl 


6 


22 


84 


.6 


82 


4 


us- 


09 


-252 


-991A-23597 


Sequence 


23597, A 


7 


22 


84 


.6 


88 


4 


us- 


09 


-621 


-976-7095 


Sequence 


7095, Ap 


8 


21 


80 


.8 


13 


3 


us- 


08 


-834 


-314-5 


Sequence 


5, Appli 


9 


21 


80 


.8 


85 


4 


us- 


09 


-540 


-236-2516 


Sequence 


2516, Ap 


10 


21 


80 


.8 


86 


4 


us- 


08 


-858 


-207A-471 


Sequence 


471, App 


11 


21 


80 


.8 


88 


4 


us- 


09 


-732 


-210-193 


Sequence 


193, App 


12 


21 


80 


. 8 


97 


4 


us- 


09 


-540 


-236-2768 


Sequence 


2768, Ap 


13 


20 


76 


.9 


11 


2 


us- 


08 


-436 


-420-21 


Sequence 


21, Appl 


14 


20 


76 


.9 


12 


2 


us- 


08 


-436 


-420-23 


Sequence 


23, Appl 


15 


20 


76 


.9 


13 


3 


us- 


08 


-159 


-339A-1118 


Sequence 


1118, Ap 


16 


20 


76 


.9 


19 


2 


us- 


08 


-436 


-420-13 


Sequence 


13, Appl 


17 


20 


76 


. 9 


19 


2 


us- 


08 


-436 


-420-24 


Sequence 


24, Appl 


18 


20 


76 


. 9 


22 


1 


us- 


07 


-778 


-413E-2 


Sequence 


2, Appli 
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20 


76 


.9 


22 
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08 


-340 


-102-2 


Sequence 


2, Appli 


20 


20 


76 


.9 


23 
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us- 
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-746 


-160-34 


Sequence 


34, Appl 


21 


20 


76 


. 9 


23 


3 


us- 


08 


-810 


-324-30 


Sequence 


30, Appl 


22 


20 


76 


. 9 


40 
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-332B-32 
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32, Appl 
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Z \J 
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\J o 


-740- 


109-19 

X U Z X z 




1 9 Annl 


39 


20 


76 


. 9 


78 


1 


us 


-08 


-330- 


163-8 


Sequence 


8, Appll 


40 


20 


76 


.9 


78 


1 


us 


-08 


-482- 


111-8 


Sequence 


8, Appli 


41 


20 


76 


.9 


78 


2 


us 


-08 


-436- 


420-32 


Sequence 


32, Appl 


42 


20 


76 


.9 


79 


2 


us 


-08 


-117- 


952-750 


Sequence 


750, App 


43 


20 


76 


.9 


82 


4 


us 


-09 


-446- 


920-2 


Sequence 


2, Appli 


44 


20 


76 


. 9 


99 


4 


us 


-09 


-621- 


976-4603 


Sequence 


4603, Ap 


45 


19 


73 


. 1 


11 


6 


5210075-10 




Patent No. 


5210075 



Sequence : 



1 WQKVA 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

•Searched: 1276540 seqs, 311283816 residues 

Total number of hits satisfying chosen parameters: 533274 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_AA: * 

1: /cgn2_6/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 

2 : / cgn2_6 /pt odat a/ 2 /pubpaa/ PCT_NEW_PUB . pep : * 

3 : /cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 

4 : /cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB.pep: * 

5 : /cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 

6 : /cgn2_6/ptodata/2/pubpaa/PCTUS_PUBC0MB.pep: * 

7 : /cgn2_6/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 

8 : /cgn2_6/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 

9 : /cgn2_6/ptodata/2/pubpaa/US09A_PUBCOMB . pep : * 

10 : /cgn2_6/ptodata/2/pubpaa/US09B_PUBCOMB.pep: * 

11 : /cgn2_6/ptodata/2/pubpaa/US09C_PUBCOMB . pep : * 

12 : /cgn2_6/ptodata/2/pubpaa/US09_NEW_PUB.pep : * 

13 : /cgn2_6/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 

14 : /cgn2_6/ptodata/2/pubpaa/US10B_PUBCOMB . pep : * 

15 : /cgn2_6/ptodata/2/pubpaa/US10C_PUBCOMB . pep : * 

16: /cgn2_6/ptodata/2/pubpaa/US10_NEW_PUB.pep: * 

17: /cgn2_6/ptodata/2/pubpaa/US60_NEW_PUB.pep: * 

18: /cgn2_6/ptodata/2/pubpaa/US60_PUBCOMB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 

No. 


Score 


Query 
Match 


Length 


DB 


ID 








Description 


1 


26 


100 . 0 


6 


9 


US- 


09- 


929- 


924-11 


Sequence 11, Appl 


2 


23 


88.5 


39 


16 


us 


-10 


-437 


-963-185063 


Sequence 185063, 


3 


23 


88.5 


41 


16 


us 


-10 


-437 


-963-129086 


Sequence 129086, 


4 


23 


88.5 


77 


12 


us 


-10 


-424 


-599-157757 


Sequence 157757, 


5 


23 


88.5 


79 


12 


us 


-10 


-282 


-122A-57399 


Sequence 57399, A 


6 


22 


84.6 


8 


12 


us 


-10 


-182 


-252A-326 


Sequence 32 6, App 


7 


22 


84 . 6 


8 


12 


us 


-10 


-182 


-252A-746 


Sequence 746, App 


8 


22 


84.6 


8 


12 


us 


-10 


-182 


-252A-809 


Sequence 809, App 


9 


22 


84.6 


8 


12 


us 


-10 


-182 


-252A-1287 


Sequence 12 87, Ap 


10 


22 


84.6 


9 


12 


us 


-10 


-182 


-252A-82 


Sequence 82, Appl 


11 


22 


84 .6 


9 


12 


us 


-10 


-182 


-252A-83 


Sequence 83 , Appl 


12 


22 


84 .6 


9 


12 


us 


-10 


-182 


-252A-89 


Sequence 8 9 , Appl 



13 


22 


OA £ 

84 . 6 


9 


12 


US - 10 


T A 

14 


22 


84 . 6 


9 


12 


lib - 10 


15 


22 


OA (Z 

84 . o 


15 


14 


Ub - 1U 


16 


22 


84 . 6 


15 


14 


TTO t r\ 

Ub - 10 


17 


22 


84 . 6 


A "1 

42 


10 


TTO A ft 

US - 09 


18 


22 


84 . 6 


42 


1 A 

14 


TTO 1 A 

US - 10 


19 


o o 
22 


84 . 6 


55 


12 


TTO 1 A 

US - 10 


o f\ 
20 


o o 
22 


84 . 6 


65 


13 


TTO T A 

US - 10 


2 1 


22 


84 . 6 


70 


12 


Tin 1 ft 

US-10 


22 


22 


ft >i 

84 . 6 


70 


12 


Tin ift 

US-10 


23 


22 


OA S~ 

84 . 6 


70 


12 


TTO 1 A 

US - 10 


24 


22 


84 . 6 


l-T ft 

70 


15 


TTO T A 

Ub - 10 


2 b 


o o 

22 


O A £ 

84 . 6 


/ 1 


12 


TTO 1 A 

Ub - 10 


2 b 


2 2 


O A C 

84 . b 


/ 1 


lb 


TTO 1 A 

Ub - 10 


2 / 


22 


Q A C 
84 . D 


/o 


12 


TTO T A 

Ub - 10 


o o 
2 O 


2 2 


O A C 

84 . D 


/b 


lb 


TTO 1 A 

Ub - 10 


2 9 


22 


O A C 

84 . 6 


77 


14 


TTO 1 A 

Ub - 10 


3 0 


22 


84 . 6 


78 


16 


TTO 1 A 

Ub - 10 


3 1 


o, o 

22 


OA £ 

84 . 6 


79 


12 


T TO 1 A 

US - 10 


32 


o o 
22 


ft Jl 

84 . 6 


o /\ 
80 


16 


TTO 'Ift 

US-10 


33 


22 


84 . 6 


82 


13 


TTO T ft 

US-10 


34 


22 


84 . 6 


88 


12 


TTO -1 ft 

US-10 


35 


22 


84 . 6 


88 


12 


TTO 1 ft 

US-10 


3 6 


22 


84 . 6 


89 


16 


TTO T A 

US - 10 


3 7 


22 


84 . 6 


90 


16 


TTO 1 ft 

US-10 


3 8 


22 


OA £ 

84 . 6 


96 


12 


TTO 1 A 

US - 10 


39 


22 


84 . 6 


98 


16 


US-10 


40 


22 


84.6 


100 


12 


US-10 


41 


21 


80. 8 


9 


12 


US-10 


42 


21 


80.8 


9 


12 


US-10 


43 


21 


80 . 8 


52 


12 


US-10 


44 


21 


80.8 


55 


12 


US-10 


45 


21 


80.8 


56 


12 


US-10 



. 1 p 1 
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5 5 Ann 1 




- 960 - 
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4 7 fi 9 An 




- R79 - 
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^ 1 7 Ann 


*± i£ *± 


_ CQQ - 
~J Zs Zs 


T 9^ 67fi 
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X J 0 O / O f 


\J / O 


_ Q 9 Q - 






1 Annl 


AO A 
fi Z *± 


_ C Q Q _ 

J J -7 


1542 04 




1 549 04 


AO A 
ft Z 


-599- 

~i ~s J 


1674 96 




X D / fr j D / 


AO A 


-599 - 


204061 




904061 

4& \J ■* w O X f 


4^7 


- 963 - 

~r \J -J 


171085 

-i- / X V U J 




17108 5 

X / X \J O _J / 




-599- 


2 14155 


Q o;i lpnpp 


9141 5 5 

^ X ** X J 3 / 


4^7 


-963 - 


129578 


C ez> rri i a n 0 a 


1 9 9578 


424 


-599- 


267422 




267422 


4 7 


- 963 - 

\j ~j 


187944 


O C V_£ U.C 1 1^ v3 


1 87 944 


^ ^ Q 
j j j 


-740 - 


206 

4W V W 




9 0 6 Ann 


4^7 


- 963 - 

J \J mJ 


130909 


Q m 1 0 n r 1 ^ 


1 ^0 909 

1. ~D \J Zs \J Zs 1 


AO A 


-599- 

~J Zs Z? 


91 957 5 




91 9575 


4^7 
*± j / 


JO J 


9 n ^ 1 17 




9 0^1 1 7 


n 7 ft 
u / o 


-929- 

Z/ Z/ 


1 8 

X o 


O 0 o;i 1 on PO 


1 ft Ann 1 


ri Z *t 


-599- 


188761 


O q on 1 A T"» O A 


1 ft fl7 ^ 1 
x O 0 / D X | 


4 94 
** Z *x 


-599- 


*U ^ O J o 




949ft 7 


4 ^ 7 


^ O J 


X X O ^ J J 




1 1 8 9^ 1 

X X □ ^ J mJ 1 


4^7 




1 1 94 81 

X X ^ O X 


Q on lprtPO 


1 1 9 4 ft 1 
X X z 1 0 X , 


4 9 4 


-599- 


178624 


Q 0 ori icnPO 


1 7 ft £9 4 


4^7 
*± j / 


-963- 


141860 


Q £i on ipripp 


141 8 fin 


424 


-599- 


228933 


Sequence 


228933, 


182 


-252A 


-85 


Sequence 


85, Appl 


182 


-252A 


-88 


Sequence 


88, Appl 


424 


-599- 


279462 


Sequence 


279462, 


424 


-599- 


199051 


Sequence 


199051, 


424' 


-599- 


232620 


Sequence 


232620, 



Title: 

Perfect score: 
Sequence : 



US-09-929-924-11 
26 

1 WQKVA 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283366 seqs, 96191526 residues 

Total number of hits satisfying chosen parameters: 37674 



Minimum DB seq length: 0 
Maximum DB seq length: 10 0 



Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : PIR_78:* 

1: pirl:* 
2: pir2:* 
3: pir3:* 
4 : - pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


24 


92 .3 


42 


2 


A36533 


H+-transporting tw 


2 


23 


88.5 


86 


2 


T31846 


hypothetical prote 


3 


22 


84.6 


19 


2 


S32675 


nitrogen fixation 


4 


22 


84 . 6 


60 


2 


S43777 


hypothetical prote 


5 


22 


84.6 


68 


2 


B88596 


protein T28D6.6 [i 


6 


22 


84 . 6 


69 


2 


F95914 


hypothetical prote 


7 


22 


84 . 6 


83 


2 


E84142 


hypothetical prote 


8 


21 


80.8 


64 


1 


WMIHB2 


3b protein - avian 


9 


21 


80.8 


64 


1 


WMIHB5 


3b protein - avian 


10 


21 


80.8 


68 


2 


D90507 


hypothetical prote 


11 


21 


80.8 


76 


2 


G84535 


hypothetical prote 


12 


21 


80.8 


87 


2 


S50134 


nitrogen fixation 


13 


21 


80.8 


88 


2 


T43379 


40s ribosomal prot 


14 


21 


80 . 8 


88 


2 


A46411 


conserved hypothet 


15 


21 


80 . 8 


89 


2 


T50250 


40s ribosomal prot 


16 


21 


80 . 8 


91 


2 


A69518 


glutaredoxin (grx- 


17 


20 


76.9 


51 


2 


151028 


paired box transcr 


18 


20 


76.9 


66 


2 


H98064 


hypothetical prote 


19 


20 


76.9 


71 


2 


G75418 


hypothetical prote 


20 


20 


76.9 


73 


2 


JQ1921 


hypothetical 8.5K 


21 


20 


76.9 


73 


2 


H82772 


hypothetical prote 


22 


20 


76.9 


74 


2 


S77212 


hypothetical prote 


23 


20 


76 . 9 


75 


2 


B54188 


granulocyte chemot 


24 


20 


76.9 


75 


2 


A54188 


granulocyte chemot 



2 5 


2 0 


7 6 9 

/ D • J 


7 ft 


2 


T1 80 84 
j. x o v o *± 


Vivnnt" Vif^t* "i pa 1 nrnf p 


26 


20 


76 9 


78 


2 


AD3307 


hvtDothet ical Drote 


27 


20 


76 9 

/O.J 


81 

O X 




H85690 

no «J o j u 


Drobable tail cottvd 


28 


20 


76 9 


82 


2 


S68162 


SBH1 Drotein - vea 


2 9 
^ j 


2 0 


76 9 

/ U * J 


8 3 

O J 


o 


AD 0 0 81 


hvisothet ical orote 

11 V ^/ 11^ w .1. w VA. .1, X. X-/ v-* 


3 n 


2 0 


76 9 

/O.J 


91 

J X 


2 


D71 713 

XV / X / X J 


hvnothptical nrnt"P 


3 1 


20 


76 9 

/O.J 


99 

j j 


2 


PC4431 


isof orm 1 - bovine 

1 U Wl. Wl ILL V 111^ 


3 2 


2 0 


76 9 

/O.J 


10 0 

X O V 


2 


S2 1 4 67 
oz> x*± o / 


ma PToohacre inf lantin 


j J 


o o 


7 £ Q 

/ O . J 


TOO 
X U u 


Z 




una PTrti^harrP ~i n~F1 3 mm 
IIICLL.X L^^iiciyc xiixxdiiuu 


14 
j " 


1 9 

-L J 


73 1 


1 6 
X o 


2 


^65709 

ij O J / v J 


ma "inf all PT*a^n Mvr 


j -j 


19 


73 1 

/ J • X 


53 


I 
-I. 




reaulatorv nTOtein 




19 

-L J 


73 1 

/ J • X 


55 


2 


T50177 

X J V X / / 


alnha-1 tvne-3 col 


37 


1 9 
x 


73 1 

/ J • X 


63 


2 


B84092 


hvnothetical nrote 


38 


19 


73 1 


63 


2 


AF1126 


hvDothe t i ca 1 "Dirote 


3 9 


1 9 

X J 


7 3 1 

/ J . X 


67 
o / 


2 


Pfi 2 3 9 


f ors 1 aHVi^Q"i(Tn lr "i n 

i_ \h> GL -L CIU11CO 1 vll x\.xxx 


40 


19 


73.1 


67 


2 


A72347 


hypothetical prote 


41 


19 


73 . 1 


67 


2 


T01958 


hypothetical prote 


42 


19 


73 . 1 


69 


2 


G69188 


hypothetical prote 


43 


19 


73 . 1 


70 


2 


AF1967 


hypothetical prote 


44 


19 


73.1 


71 


2 


E98138 


hypothetical prote 


45 


19 


73 . 1 


75 


2 


E90974 


probable cell divi 



Title: US-0 9-92 9-924-11 

Perfect score: 26 
Sequence: 1 WQKVA 6 

Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0 . 5 

Searched: 141681 seqs/ 52070155 residues 

Total number of hits satisfying chosen parameters: 15046 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : SwissProt_42 : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


21 


80. 


8 


16 


1 


CT11_LITCI 


P81835 


litoria cit 


2 


21 


80. 


8 


18 


1 


CT1A_LITCI 


P81838 


litoria cit 


3 


21 


80. 


8 


18 


1 


CT1B_LITCI 


P81839 


litoria cit 


4 


21 


80. 


8 


64 


1 


V3B_IBVB 


P30241 


avian infec 


5 


21 


80 . 


8 


64 


1 


V3B_IBVM 


P05138 


avian infec 


6 


21 


80 . 


8 


81 


1 


TRUA_SYNP6 


024712 


synechococc 


7 


21 


80. 


8 


88 


1 


R2 5Z_SCHP0 


074172 


schizosacch 


8 


21 


80. 


8 


88 


1 


YIHD_HAEIN 


P44900 


haemophilus 


9 


21 


80. 


8 


88 


1 


YJ2 8_PASMU 


Q9cjr4 


pasteurella 


10 


21 


80. 


8 


89 


1 


R25Y_SCHPO 


P79009 


schizosacch 


11 


21 


80. 


8 


91 


1 


THIO_ARCFU 


028137 


archaeoglob 


12 


21 


80. 


8 


93 


1 


IHFB__RHOSH 


Q9x4e2 


rhodobacter 


13 
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litoria cit 
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litoria cit 
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litoria ran 
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litoria ran 
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litoria ran 
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litoria cit 
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escherichia 
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23 


20 
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9 
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1 
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Q9ze93 


rickettsia 


24 


20 
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9 


94 


1 
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riemerella 


25 


20 


76. 
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1 


MIP2_RAT 


P30348 


rattus norv 
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Title: 

Perfect score: 
Sequence : 



US-09-929-924-11 
26 

1 WQKVA 6 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1017041 seqs, 315518202 residues 

Total number of hits satisfying chosen parameters: 175362 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : SPTREMBL_2 5 : * 

.1: sp_archea:* 

2 : sp_bacteria : * 

3 : sp_f ungi : * 

4 : sp_human : * 

5 : sp_invertebrate : * 

6 : sp_mammal : * 

7 : sp_mhc : * 

8: sp_organelle : * 

9 : sp_phage : * 
10 : sp_plant : * 
11: sp_rodent:* 
12 : sp_virus : * 
13 : sp_vertebrate : * 
14 : sp_unclassif ied: * 
15: sp_rvirus:* 
16: sp_bacteriap : * 
17 : sp_archeap : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 
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Match Length DB 


ID 


Description 
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88.5 


90 


9 


Q856K8 


Q856k8 mycobacteri 


5 


22 


84.6 
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Title: 

Perfect score: 
Sequence : 



US-09-929-924-13 
48 

1 GMWQCLLS 8 



Scoring table : BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1586107 seqs, 282547505 residues 

Total number of hits satisfying chosen parameters: 891005 

Minimum DB seq length: 0 
Maximum DB seq length: 10 0 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



A_Geneseq_2 9Jan04 : * 

1 : geneseqpl980s : * 

2 : geneseqpl990s : * 

3 : geneseqp2000s : * 

4 : geneseqp2001s : * 

5 : geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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Title: 

Perfect score: 
Sequence : 



US-09-929-924-13 
48 

1 GMWQCLLS 8 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 389414 seqs, 51625971 residues 

Total number of hits satisfying chosen parameters: 264921 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/2/iaa/5A_COMB . pep : * 

2 : /cgn2_6/ptodata/2/iaa/5B_COMB.pep: * 

3 : /cgn2_6/ptodata/2/iaa/6A_COMB.pep: * 

4 : /cgn2_6/ptodata/2/iaa/6B_COMB.pep: * 

5 : /cgn2_6/ptodata/2/iaa/PCTUS_COMB.pep:* 

6 : /cgn2_6/ptodata/2/iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match Length DB 


ID 








Description 
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87, Appl 
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Sequence 


44 9, App 
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Sequence 
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Sequence 
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Sequence 
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Sequence 


55, Appl 
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Sequence 


55, Appl 
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Sequence 


45, Appl 
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Sequence 


44 8, App 
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Sequence 


67, Appl 
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Sequence 
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-933-11 


Sequence 


11, Appl 


20 


29 


60 


.4 


14 


3 


us- 


07 


-966 


-049A-11 
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Sequence 


111, App 


22 


29 


60 


.4 


24 


2 


us- 


08 


-484 


-631-111 


Sequence 


111, App 
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280, App 
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Sequence 


376, App 
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Sequence 


86, Appl 
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-210-42 


Sequence 
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Title: 

Perfect score: 
Sequence : 



US-09-929-924-13 
48 

1 GMWQCLLS 8 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0 . 5 

Searched: 1276540 seqs, 311283816 residues 

Total number of hits satisfying chosen parameters: 533274 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_AA: * 

1 : /cgn2_6/ptodata/2/pubpaa/US07_PUBCOMB . pep : * 

2 : /cgn2_6/ptodata/2/pubpaa/PCT_NEW_PUB.pep: * 

3 : /cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 

4 : /cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB.pep:* 

5 : /cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB.pep:* 

6 : /cgn2_6/ptodata/2/pubpaa/PCTUS_PUBCOMB.pep: * 

7 : /cgn2_6/ptodata/2/pubpaa/US08_NEW_PUB . pep : * 

8 : /cgn2_6/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 

9 : /cgn2_6/ptodata/2/pubpaa/US09A_PUBCOMB . pep : * 
10 : /cgn2_6/ptodata/2/pubpaa/US09B_PUBCOMB.pep: * 
11 : /cgn2_6/ptodata/2/pubpaa/US09C_PUBCOMB . pep : * 
12 : /cgn2_6/ptodata/2/pubpaa/US09_NEW_PUB.pep: * 
13 : /cgn2_6/ptodata/2/pubpaa/US10A_PUBCOMB.pep: * 
14 : /cgn2_6/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 
15 : /cgn2_6/ptodata/2/pubpaa/US10C_PUBCOMB.pep: * 
16 : /cgn2_6/ptodata/2/pubpaa/US10_NEW_PUB.pep: * 
17 : /cgn2_6/ptodata/2/pubpaa/US60_NEW_PUB.pep: * 
18 : /cgn2_6/ptodata/2/pubpaa/US60_PUBCOMB.pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 

Match Length 


DB 


ID 


Description 


1 


48 


100.0 


8 


9 


US-09-929-924-13 


Sequence 13 , Appl 


2 


48 


100 . 0 


16 


9 


US-09-929-924-12 


Sequence 12 , Appl 


3 


48 


100.0 


21 


14 


US-10-084-813-354 


Sequence 354, App 


4 


48 


100.0 


21 


14 


US-10-084-813-355 


Sequence 355, App 


5 


48 


100.0 


21 


14 


US-10-084-813-356 


Sequence 3 56, App 


6 


48 


100.0 


73 


9 


US-09-929-924-16 


Sequence 16, Appl 


7 


46 


95.8 


73 


9 


US-09-929-924-36 


Sequence 36, Appl 


8 


46 


95 . 8 


73 


9 


US-09-929-924-37 


Sequence 37, Appl 


9 


45 


93 . 8 


12 


9 


US-09-929-924-14 


Sequence 14 , Appl 


10 


45 


93 . 8 


72 


9 


US-09-929-924-17 


Sequence 17, Appl 
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Title: 

Perfect score : 
Sequence : 



US-09-929-924-13 
48 

1 GMWQCLLS 8 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283366 seqs, 96191526 residues 

Total number of hits satisfying chosen parameters: 37674 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database 



PIR_78 : * 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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83 
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E75218 


ribosomal protein 
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32 


66.7 


86 
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B71204 


ribosomal protein 
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31 


64 .6 


57 
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PQ0401 


genome polyprotein 
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64 .6 


79 
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S24379 


hypothetical prote 
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31 


64 .6 


82 
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S74971 


transposase ssr269 
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hypothetical prote 
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31 
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S76444 


transposase slr016 
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S76090 


transposase si 10 16 
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30 


62 .5 


38 
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kallikrein - mouse 


10 
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62 .5 


60 
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B82733 


hypothetical prote 
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62 .5 
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AE2043 


hypothetical prote 
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91 


1 


MNVUAV 


nonstructural prot 
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152254 


gene CYP11B2 prote 


14 
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60.4 
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bromosleeper pepti 
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kallikrein - mouse 
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hypothetical prote 
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finger protein - h 
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hypothetical prote 
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ribosomal protein 
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cysteine proteinas 
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protein-tyrosine k 
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hypothetical prote 
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C85825 


hypothetical prote 
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hypothetical prote 
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60S ribosomal prot 
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Title: 

Perfect score: 
Sequence : 



US-09-929-924-13 
48 

1 GMWQCLLS 8 



Scoring table: BL0SUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 141681 seqs, 52070155 residues 

Total number of hits satisfying chosen parameters: 15046 

Minimum DB seq length: 0 
Maximum DB seq length: 10 0 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : SwissProt_42 : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match Length DB 


ID 


Description 
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32 


66.7 


80 


1 


R3 7A_THEAC 


Q9hip0 


thermoplasm 
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32 


66.7 


83 
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R3 7 A_PYRAB 


Q9v2 02 


pyrococcus 
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32 


66.7 


83 
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R3 7A_PYRFU 


Q8tzi4 


pyrococcus 
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32 


66.7 


83 
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R3 7A_PYRHO 


074106 


pyrococcus 
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32 


66.7 


95 


1 


R3 7A_HALN1 


Q9hsg8 


halobacteri 


6 


30 


62 .5 


91 
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VNST_AINOV 


P12413 


aino virus . 
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29 


60 .4 


33 


1 


CXBW_CONRA 


P58804 


conus radia 
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29 


60 .4 


62 
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YM3 2_MARPO 


P38474 


marchantia 
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29 


60 .4 


83 


1 


R3 7A_ARCFU 


030179 


archaeoglob 


10 


29 


60.4 


91 
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R3 7A_SCHMA 


017307 


schistosoma 


11 


28 


58.3 


89 


1 


R3 7A_METKA 


Q8tyc3 


methanopyru 


12 
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58.3 


89 


1 


R3 7A_METTH 


026777 


methanobact 


13 


28 


58.3 


94 


1 


RL4 3_SCHPO 


094686 


schizosacch 


14 


28 


58.3 


96 


1 


R3 7A_PLAFA 


096184 


Plasmodium 


15 


27 


56.2 


17 


1 


CXMA_CONPE 


P58926 


conus penna 


16 


27 


56.2 


71 


1 


ARRD_RAT 


P36577 


rattus norv 


17 


27 


56.2 


72 


1 


DMS5_AGAAN 


093225 


agalychnis 


18 


27 


56.2 
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myxine glut 
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56.2 
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56 .2 


91 


1 


R3 7A_ICTPU 


Q90yt0 


ictalurus p 


24 


26 


54 .2 


52 


1 


RC21_ARATH 


Q9fe70 
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RUBR_CLOTS 


P19500 
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25 
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Q42509 


hordeum vul 
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Title: 

Perfect score: 
Sequence : 



US-09-929-924-13 
48 

1 GMWQCLLS 8 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1017041 seqs, 315518202 residues 

Total number of hits satisfying chosen parameters: 175362 

Minimum DB seq length: 0 
Maximum DB seq length: 10 0 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : SPTREMBL_2 5 : * 

1 : sp_archea : * 

2: sp_bacteria: * 

3 : sp_f ungi : * 

4 : sp_human : * 

5 : sp_invertebrate : * 

6 : sp_mammal : * 

7 : sp_mhc : * 

8: sp_organelle : * 

9 : sp_phage : * 

10: sp_plant:* 

11: sp_rodent:* 

12 : sp_virus .: * 

13 : sp_vertebrate : * 

14 : sp_unclassif ied : * 

15: sp_rvirus:* 

16 : sp_bacteriap : * 

17: sp_archeap:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 
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Match 


Length 


DB 


ID 


Description 
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Q81567 hepatitis c 
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1 o 

XZ 


J z 


O D 


n 
. / 


o u 


1 9 
X Z 


yo X3 b z 


nfil Cfro hpnahi hi q r* 

^Ol jOZ IlcpctLlLXO 




O Z 


b b 


. / 


q n 
o u 


XZ 


rip 1 7cn 
y o x / 3 u 


yoi / jU lie Ljct LILlo 


T A 


J z 


b b 


•-7 


O Q 

o o 


Xb 


yoir j\ft 


HQ 1 *P 1^- A Via p n 1 1 n c 
yoXXK.ft DdClllUb Cc 


1 c 
lo 


3 Z 




. / 


Q *5 
J7Z 


x b 


r\ QYTT7A 

yoA i r ft 


r^flvf f A ral a i~ on l s o 
yOAti'i ialoLUilla t> 


x b 


1 1 


a a 

bft 


L\ 

. O 


Z O 


3 


PlP CP T7 




x i 


3 X 


6 A 
bft 


. O 


9 P 
Z O 


c 
3 


rip 6n.Tt; 


nR^m R 1 pnh i nofaTQ 

yOO^J 3 XC L111U UCLX O 


1 P 
J. o 


J X 


C A 

bft 


c 


J X 


Z 


OE^ 9 Q 1 1 
U3 Z 17 X X 


W3Z7XX ^-ciiUL^y luJJaL u 


1 Q 

x y 




6 A 
bft 


. D 


A Q 
ft " 


1 9 
XZ 


y U VJ b jfl 


on06Q4 n*3T^a^i^TG ^ 




J X 


64 


. O 


Zj O 


c 

3 


^ / Li \i £a X 


O77 07 1 nph 1 prrjh a t~ll 


9 1 

^ X 


O X 


64 
o *± 


c 
. o 


-J o 


3 


07707.0 


^/ Lt \J Lt \J U^lllCIUUClLu 


z z 


1 1 
J X 


64 
O ft 


. D 


D O 


C 
3 


m 7 n vq 


(~\ 7 t n t /■ Q aoHoc i~ T" n 


9 7 
Z J 


J X 


A 

O ft 


. o 


o o 


c 
3 


r»7 7 nvp 


V/zuyo cic Lie jd ul loc 


O A 
Z 4 


J X 


C A 
O ft 


. b 


c; q 
o o 


3 


m 7 n V7 


y / zuy / (JL.niciocaLU 


9 R 
Z 3 


j X 


C A 
D ft 


. O 


D O 


c 
3 


ri*7 7 n v6 


V'ZUyD ULIllClULaLU 


"? 6 

z o 


7 1 
J X 


6 A 
bft 


. b 


o o 


3 


y / Zi u x 3 


y / zuyD ocnicroLatu 


9 9 
Z / 


3 X 


*r A 
Oft 


. o 


_) o 


3 


nn 7 nvA 

y / Li \J 1 ft 


O "7 *7 n ^ / A 1 1 1 1 1^ T O 

y/zuyft LUicA pipic 


0 P 

z o 


J X 


£ A 
Oft 


. b 


p 
3 0 


3 


C\H 7 n VI 
y / La U X 3 


y /zuyj cuicx uexirx 


9 9 

Z 


3 X 


O *± 


• O 


3 o 


3 


f)7 70Y9 

\£ I Lt \J X Z 


07 7 0^/9 pill pv >- C! f - 1 1 
V ' Lt\jy L\ LU1CA X C O L. U. 


^ o 

3 u 


7 1 

J X 


64 


• O 


R p 


c; 

3 


07 70 Y1 


y/tiuyi ctcucb vcAaii 


7 1 


3 X 


64 
D fr 


. O 


D O 


C 
3 


07 70 VO 


y / zuyu acucb liiici 


7 9 


3 X 


64 


. Q 


3 o 


c 

3 




n7\/ , ocri 3 p c *v" a -n 
y/yoou acucb v c^vctii 




J X 


64 
O *± 


. O 


R p 

3 O 


3 




y / yol ^ allupilcicb LJ 




7 1 

J X 


64 


. D 


^ P 


C 
3 


07YQD p 


y / ybi o ULIllClULaLU 


o 3 


J X 


6 A 


£1 
. O 


1 Q 


Z 


yuz jug 


yUii juo pseuQoniunds 


7 6 


J X 


6 A 


. O 


P *} 
O Z 


1 6 

x b 


D*7 9 Q Q9 
ir / Z j i?Z 


ir /zyyz synecnocyst 


3 / 


3 X 


oft 


. b 


Q P 


1 o 
XZ 


OA 1 mo 

Uft xu / y 


U4xu/y pair arneciuni 


7 P 


7 1 
j X 


C A 
O ft 


. b 


inn 
x u u 


1 £ 
x b 


D7/i AIO 
ir f ft ft / Z 


r*/ftft /z synecnocyst, 


J y 


j X 


C A 
O ft 


. b 


inn 

1UU 


i £ 
x b 


y3 3 3b/ 


yoDDo / synecnocyst 


40 


30 


62 


.5 


44 


2 


Q933Q1 


Q93 3ql ureaplasma 


41 


30 


62 
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Title: 

Perfect score: 
Sequence : 



US-09-929-924-14 
69 

1 TGLWQCLLSEGD 12 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1586107 seqs, 282547505 residues 

Total number of hits satisfying chosen parameters: 891005 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : A_Geneseq_2 9Jan04 : * 

1 : geneseqpl980s : * 

2 : geneseqpl990s : * 

3: geneseqp2000s : * 

4 : geneseqp2 001s : * 

5 : geneseqp2002s : * 

6 : geneseqp2003as : * 

7: geneseqp2003bs : * 

8: geneseqp2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


69 


100.0 


12 


4 


AAB70016 


Aab70016 Mammalian 


2 


69 


100.0 


72 


4 


AAB70019 


Aab70019 Mammalian 
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47 


68.1 


16 


4 


AAB70014 


Aab70014 Mammalian 
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47 


68.1 


21 
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AAB89248 


Aab89248 HIV gpl20 
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68.1 


21 
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Aab89247 HIV gpl20 
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68 . 1 


21 
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Aab89249 HIV gpl20 
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65.2 
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Aab70015 Mammalian 
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55.1 


99 


2 


AAR33742 


Aar33742 hXRlprime 


20 


37 


53.6 
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42 
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Title: US-09- 929-924 -14 

Perfect score : 69 

Sequence: 1 TGLWQCLLSEGD 12 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 389414 seqs, 51625971 residues 

Total number of hits satisfying chosen parameters: 264921 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/2/iaa/5A_COMB.pep : * 

2 : /cgn2__6/ptodata/2/iaa/5B_COMB .pep : * 

3 : /cgn2_6/ptodata/2/iaa/6A_COMB.pep: * 

4 : /cgn2_6/ptodata/2/iaa/6B_COMB.pep: * 

5 : /cgn2_6/ptodata/2/iaa/PCTUS_COMB.pep: * 

6 : /cgn2_6/ptodata/2/iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match 


Length 


DB 


ID 








Description 
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.1 


83 
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US 


-08 


-332 


-562A-87 


Sequence 


87, Appl 
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38 
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.1 


99 
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US 


-08 


-333 


-358-4 


Sequence 


4, Appli 


3 


38 
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99 
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US 


-08 
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Sequence 


4, Appli 
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Sequence 


4, Appli 
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Sequence 


16, Appl 
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Sequence 


16, Appl 
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-985-16 


Sequence 


16, Appl 
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Sequence 


16, Appl 
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Sequence 


3 7 6, App 
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Sequence 


45, Appl 
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-636-67 


Sequence 


67, Appl 
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27, Appl 
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27, Appl 
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Sequence 


345, App 
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Sequence 


345, App 
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. 8 
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Sequence 


49, Appl 
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us 
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Sequence 


94, Appl 
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us 
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-635-96 


Sequence 


96, Appl 
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32.5 


47 


.1 


21 


2 


us 


-08 
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-631-96 


Sequence 


96, Appl 



9 1 
Z -3 


10 R 

. D 


a n 
4 / 


. X 


9 1 
Z X 


'9 
Z 


TTQ 


.no 


- ft 9 7 
O Z 1 


_ tr 7 n - QfZ 
o / \j — y o 


C 0 /"T1 1PT1PP 


q f. Ar>r»1 

-7 O | r^.^J|J J. 


9 A 
Z 4 


1 o 
J z 


A C 
4 D 


A 
. ft 


7 7 


4 


TTO 


_ A Q 

"Uo 


_ A £Q 
ft D -7 


ZD WM. 3 O 




JO/ i-i^jjj x 


9 ^ 

Z D 


j z 


A G. 
4 D 


A 
. ft 


7 7 


4 


TTC 


- n p 

Uo 


-A ft ft 
ft O O 


- A A £ - ^ £ 

- ft ft D J D 






9 C 
Z O 


9 
J Z 


A C 
ft O 


A 
. ft 


*7 7 


ft 


TTC 
UO 


_ A Q 

Uo 


- A £7 
ft O / 






JO/ X 


7 "7 
Z / 


7 7 
O Z 


A a 
ft b 


A 

. 4 


D 7 
O / 


A 

4 


TTC 
Ub 


_ n o 
- u y 




_Q7C_AT 1 Q 
-y / t3-4XXi7 




A 1 1 Q Zir* 
fi X X y , t\y 
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1 
6 


US 


-09 
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-785-38 


C J-** ^rl 1 /— \ /™i 

oequence 


O ft 7\ T-\T-\ 1 

jo, App X 


40 


30 


43 


.5 


26 


4 


US 


-09 


-756 


-594-38 


Sequence 


38, Appl 


41 


30 


43 


.5 


32 


4 


US 


-09 


-698 


-286A-35 


Sequence 


35, Appl 


42 


30 


43 


.5 


41 


2 


US 


-08 


-838 


-957A-19 


Sequence 


19, Appl 


43 


30 


43 


.5 


54 


4 


us 


-09 


-205 


-258-280 


Sequence 


280, App 


44 


30 


43 


.5 


81 


2 


us 


-08 


-332 


-562A-86 


Sequence 


86, Appl 


45 


30 


43 


.5 


87 


4 


us 


-09 


-489 


-039A-14038 


Sequence 


14038, A 



Title: 

Perfect score: 
Sequence : 



US-09-929-924-14 
69 

1 TGLWQCLLSEGD 12 



Scoring table : BLOSUN62 

Gapop 10.0 , Gapext 0.5 

Searched: 1276540 seqs, 311283816 residues 

Total number of hits satisfying chosen parameters: 533274 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_AA: * 

1 : /cgn2_6/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 

2 : /cgn2_6/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

3 : /cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB .pep : * 

4 : /cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB.pep: * 

5 : / cgn2_6/pt odat a/ 2 /pubpaa/US 07_NEW_PUB .pep : * 

6 : /cgn2_6/ptodata/2/pubpaa/PCTUS_PUBCOMB . pep : * 

7 : /cgn2_6/ptodata/2/pubpaa/US08_NEW_PUB . pep : * 

8 : /cgn2_6/ptodata/2/pubpaa/US08_PUBCOMB . pep : * 

9 : /cgn2_6/ptodata/2/pubpaa/US09A_PUBCOMB . pep : * 

10 : /cgn2_6/ptodata/2/pubpaa/US09B_PUBCOMB . pep : * 

11 : /cgn2_6/ptodata/2/pubpaa/US09C_PUBCOMB . pep : * 

12 : /cgn2_6/ptodata/2/pubpaa/US09_NEW_PUB.pep:* 

13 : /cgn2_6/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 

14 : /cgn2_6/ptodata/2/pubpaa/US10B_PUBCOMB.pep: * 

15 : /cgn2_6/ptodata/2/pubpaa/US10C_PUBCOMB.pep : * 

16: / cgn2_6 /pt odat a/ 2 /pubpaa/US 1 0_NEW_PUB . pep : * 

17 : / cgn2_6 /pt odat a/ 2 /pubpaa/US 6 0_NEW_PUB . pep : * 

18 : /cgn2_6/ptodata/2/pubpaa/US60_PUBCOMB.pep:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
NO. 


Score 


Query 

Match Length 


DB 


ID 


Description 


1 


69 


100.0 


12 


9 


US-09-929-924-14 


Sequence 14 , Appl 


2 


69 


100 . 0 


72 


9 


US-09-929-924-17 


■ Sequence 17, Appl 


3 


47 


68 . 1 


16 


9 


US-09-929-924-12 


Sequence 12 , Appl 


4 


47 


68.1 


21 


14 


US-10-084-813-354 


Sequence 354, App 


5 


47 


68.1 


21 


14 


US-10-084-813-355 


Sequence 355, App 


6 


47 


68. 1 


21 


14 


US-10-084-813-356 


Sequence 356, App 


7 


47 


68.1 


73 


9 


US-09-929-924-16 


Sequence 16, Appl 


8 


45 


65 .2 


8 


9 


US-09-929-924-13 


Sequence 13, Appl 


9 


45 


65.2 


73 


9 


US-09-929-924-36 


Sequence 36, Appl 


10 


45 


65.2 


73 


9 


US-09-929-924-37 


Sequence 37, Appl 
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Sequence 
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US 
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Sequence 


4874, Ap 
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US 
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Sequence 
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Title: US-09- 929-924 -14 

Perfect score: 69 

Sequence: 1 TGLWQCLLSEGD 12 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283366 seqs, 96191526 residues 

Total number of hits satisfying chosen parameters: 37674 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : 



PIR_78 :* 
1: pirl:* 
2 : pir2 : * 
3: pir3:* 
4: pir4:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


38 


55.1 


83 


2 


E75218 


ribosomal protein 


2 


38 


55.1 


86 


2 


B71204 


ribosomal protein 


3 


35 


50.7 


83 


2 


A69257 


ribosomal protein 


4 


34 


49.3 


70 


2 


E83791 


hypothetical prote 


5 


33 


47.8 


79 


2 


S24379 


hypothetical prote 


6 


33 


47 . 8 


82 


2 


S74971 


transposase ssr269 


7 


33 


47 . 8 


91 


2 


T26996 


ribosomal protein 


8 


33 


47 . 8 


100 


2 


S76444 


transposase slr016 


9 


33 


47.8 


100 


2 


S76090 


transposase sll016 


10 


32 


46.4 


63 


2 


AC2278 


hypothetical prote 


11 


32 


46.4 


82 


2 


D84387 


hypothetical prote 


12 


32 


46.4 


82 


2 


A98165 


insertion element 


13 


32 


46.4 ' 


82 


2 


G98128 


insertion element 


14 


32 


46.4 


91 


1 


MNVUAV 


nonstructural prot 


15 


32 


46.4 


91 


2 


A97004 


barstar-like prote 


16 


31.5 


45.7 


90 


2 


AD2020 


hypothetical prote 


17 


31 


44 . 9 


39 


2 


146149 


aldolase A - dog ( 


18 


31 


44 . 9 


39 


2 


157685 


aldolase A - south 


19 


31 


44.9 


60 


2 


B82733 


hypothetical prote 


20 


31 


44 . 9 


62 


2 


S25999 


hypothetical prote 


21 


31 


44 . 9 


80 


2 


AD1134 


hypothetical prote 


22 


31 


44 . 9 


87 


2 


T18182 


hypothetical prote 


23 


31 


44 . 9 


89 


2 


H86867 


prophage ps3 prote 


24 


31 


44 .9 


98 
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T18099 


hypothetical prote 
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Cjo4 11U 


39 


29 


42 . 0 


72 


2 


E44915 


40 


29 


42 .0 


72 


2 


S53661 


41 


29 


42.0 


73 


2 


AE3264 


42 


29 


42 .0 


77 


2 


AE2043 


43 


29 


42 .0 


78 


1 


W5WL41 


44 


29 


42 . 0 


81 


2 


AG0142 


45 


29 


42 .0 


87 


2 


C85825 



sox2 protein - Her 
hypothetical prote 
ret inol -binding pr 
growth hormone -rel 
proteinase inhibit 
hypothetical prote 
gene CYP11B2 prote 
hypothetical prote 
growth hormone -rel 
hypothetical prote 
hypothetical prote 
finger protein - h 
hypothetical prote 
hypothetical prote 
rubredoxin homolog 
hydrogenase - relate 
hypothetical prote 
hypothetical prote 
E5 protein - human 
molybdopterin [mpt 
hypothetical prote 



Title: 

Perfect score : 
Sequence : 



US-09-929-924-14 
69 

1 TGLWQCLLSEGD 12 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 141681 seqs, 52070155 residues 

Total number of hits satisfying chosen parameters: 15046 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : SwissProt_42 : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



NO. 


Score 


Match 


Length 


DB 


ID 


Description 


1 


38 


55.1 


83 


1 


R3 7 A_PYRAB 


Q9v2 02 


pyrococcus 


2 


38 


55 . 1 


83 


1 


R37A_PYRFU 


Q8tzi4 


pyrococcus 


3 


38 


55 . 1 


83 


1 


R37A_PYRHO 


074106 


pyrococcus 


4 


38 


55 . 1 


95 


1 


R37A_HALN1 


Q9hsg8 


halobacteri 


5 


35 


50.7 


83 


1 


R3 7A_ARCFU 


030179 


archaeoglob 


6 


34 


49.3 


89 


1 


R3 7A_METKA 


Q8tyc3 


methanopyru 


7 


33 


47. 8 


80 


1 


R3 7 A_THEAC 


Q9hip0 


thermoplasm 


8 


33 


47.8 


89 


1 


CFA_CITFR 


P45509 


citrobacter 


9 


32 


46.4 


91 


1 


VNST_AINOV 


P12413 


aino virus . 


10 


31 


44 . 9 


62 


1 


YM32_MARPO 


P38474 


marchantia 


11 


30 


43.5 


91 


1 


R37A_SCHMA 


017307 


schistosoma 


12 


30 


43.5 


92 


1 


LCM_LOCMI 


P80060 


locusta mig 


13 


29 


42.0 


37 


1 


GHR3_RAT 


P33580 


rattus norv 


14 


29 


42 .0 


50 


1 


Y7 99_TREPA 


083777 


treponema p 


15 


29 


42.0 


72 


1 


RUBR_AZOCH 


P48343 


azotobacter 


16 


29 


42.0 


72 


1 


RUBR_AZOVI 


P30778 


azotobacter 


17 


29 


42 . 0 


78 


1 


VE5_HPV41 


P27554 


human papil 


18 


29 


42 . 0 


82 


1 


FGF8_CANFA 


062682 


canis famil 


19 


29 


42 . 0 


89 


1 


R37A_METTH 


026777 


methanobact 


20 


29 


42 . 0 


94 


1 


RL43_SCHPO 


094686 


schizosacch 


21 


29 


42 . 0 


95 


1 


YHEL_ECOLI 


P45530 


escherichia 


22 


29 


42 . 0 
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Title: 

Perfect score : 
Sequence : 



US-09-929-924-14 
69 

1 TGLWQCLLSEGD 12 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1017041 seqs, 315518202 residues 

Total number of hits satisfying chosen parameters: 175362 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : SPTREMBL_2 5 : * 

1 : sp_archea : * 

2: sp_bacteria : * 

3 : sp_f ungi : * 

4 : sp_human : * 

5 : sp_invertebrate : * . 

6 : sp_mammal : * 

7 : sp_mhc : * 

8: sp_organelle : * 

9 : spjhage : * 
10: sp_plant:* 
11: sp_rodent : * 
12 : sp_virus : * 
13 : sp_vertebrate : * 
14: sp_unclassif ied: * 
15: sp_rvirus : * 
16 : sp_bacteriap : * 
17: sp_archeap:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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Result 
No. 
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Match 


Length 


DB 


ID 


Description 
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Q9kds8 bacillus ha 



1 o 
IZ 


"3 A 
J 4 


A Q 9 

4 y . o 


7 fl 


b 


H9 R "3 T "3 
yz O j / j 


n^R373 prri mc fiahal 


1 7 


^ fx 


4 Q 9 


R9 




DflWD4 

V V Urt 


D8wd4 sal monel la 


Xfx 


■3 A 
J fx 


A Q 7 

fx . ,5 


Q9 

-7Z 


J. o 




O Q t*H 9 q t~ t"pd "h nmvr ^ 


i c; 

XD 


7 A 
J ft 


4 Q 7 


Q4 

J7ft 


1 7 
J. / 


ORTPYR 


OR tri'v R m^hViano^a rr 


lo 


.34 


A Q "3 


Q A 


1 7 


ydr lib 


yOpLUD luc uxldllVJia ctx u> 


1 / 


11 C 
J J • J 


4 o . b 


b o 


lb 


/"\ Q "KTT TOO 


/~\ Q mi i Q 1 ~y*\ m a V\ 3 /*• ^ q 
yoIlUO j LOI yncJJaLCc 


1 0 




4 / . o 


3D 


c 


/^O 71 

yz / 1 0 / 


nO 7 1 R7 r»a ramop i iim 
yz / xo / ucixciiucL.xu.in 


iy 


*3 "3 
O J 


/IT Q 
4 / . O 


DO 


Q 

y 


Q C A VT 
UO D4 1 1 


yoDfiyi my coxjcic lcii 


z U 


*3 "3 


A *7 Q 
4 / . O 


b 1 


1 r\ 
iU 




y /Aipj oxryzd bauiv 


9 1 
Z X 


*3 1 


A 7 fl 
4 / . 0 


b b 


1 7 

J. / 


riR 7 7Y t; 


OR 77Y^ t-\-\/>-/-\ V\ a p> 1 1 "1 nm 

O LiJ\.~J pyJL VJUCt^ LLX LAlll 


9 9 

z z 


"3 *3 


A 7 R 


b / 


1 C 


yor u v z 


y O 1 J V ^ Co^HCI l^llla 


Z j 


"3 "3 


4 / . O 


/ y 


Z 


nn 0 "3 n c 
yu z j u b 




Z fx 


9 "3 


A 7 R 
fx / . O 


O Z 


1 

X o 


P79 Q Q9 


P79QQ9 tjvnprhnpvqt" 


Z D 


1 1 


A 7 fl 
4 / . O 


Q 1 


c 


OQTT9 A R 


y^UZaO vJctCllUX IlclJJLlX 


9 C 
Z O 


"3 *3 


A 7 Q 
4 / . O 


ion 


x b 


nn a All 
xf / 4 4 / Z 


P 7 A A 7 9 e t/ti 0 Vi r\ /^>\ r a t - 

±r /ftfx /z sy iiecxiocy s u 


9 *7 
Z / 




A 7 R 
4 / . O 


inn 


lo 




O C C C *7 ni m 0 /"^ Vl <^ /— < \ r T - 

yoD jo / synecxiocy s c 


O Q 
Z O 


J Z 


4 b . 4 


"3 T 

J 1 


z 


udz y 1 1 


uozyii ca.mpy10Da.CL. 


z y 


•3Z 


4 6.4 




lo 




yoKeco cnioxODium 


J U 


"3 9 

J»Z 


AC A 
4 b . 4 


C 9 


lb 


OR VOTD9 


yo yqpz ciriciijcieiici sp 


*3 1 


Jz 


AC A 
4 O . 4 


*7 1 


-> 


r\QC\Ainr\ 


yybwcu nirsuceiio 


o z 


■3Z 


^ C A 

4 D . 4 


/ / 


•3 
j 




yy bwco nirsuceiia 




9 9 
J z 


A £ A 
fx D . fx 


77 


1 


\£y O rVIl« X 


y^DWCl 1111 bULClld 


"3 4 


■3 O 
J Z 


4 b . 4 


O Z 


1 "7 
1 / 


yytiriv / 


yynniv / riciioxjctcccx 1 


J O 


*3 9 
J z 


AC A 
fx D . fx 


R R 
O O 


1 C 
X O 


HQ 1 TTTTA 
yOlf IN. 1 ! 


yoxt js.fx jjaLii xuo L- c 


"3 C 
J O 


"3 O 
J Z 


4 D . 4 


y i 


Iz 


y oyzib u 


yocjzbi/ aougias vir 


"3 *7 


T 9 
J Z 


AC A 
4 b . 4 


y i 


IZ 


yoyZij / 


yoqzj / snuni virus 


^ R 




4. A 

fx D . fx 


Q1 


1 9 

X ^ 




yO^bJO /vet X JvCt 1UI V X 


9 Q 

o y 


"3 9 
J Z 


A £ A 
4 D . 4 


y ± 


1 9 
IZ 




y o cjp v b pecixon vi x u 


40 


32 


46 .4 


91 


12 


Q8QZ39 


Q8qz3 9 shamonda vi 


41 


32 


46.4 


91 


12 


Q8QHN1 


Q8qhnl peaton viru 


42 


32 


46.4 


91 


16 


Q97KS3 
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Title: 

Perfect score: 
Sequence : 



US-09-929-924-15 
53 

1 VSEEQKWQWA 12 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched : 



1586107 seqs, 282547505 residues 



Total number of hits satisfying chosen parameters 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



891005 



Database : 



A_Geneseq_2 9Jan04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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Title: 

Perfect score: 
Sequence : 



US-09-929-924-15 
53 

1 VSEEQKWQWA 12 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 389414 seqs, 51625971 residues 

Total number of hits satisfying chosen parameters: 264921 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/2/iaa/5A_COMB .pep : * 

2 : /cgn2_6/ptodata/2/iaa/5B_COMB .pep : * 

3 : /cgn2_6/ptodata/2/iaa/6A_COMB .pep : * 

4 : /cgn2_6/ptodata/2/iaa/6B_COMB .pep : * 

5 : /cgn2_6/ptodata/2/iaa/PCTUS_COMB.pep: * 

6 : /cgn2_6/ptodata/2/iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed/ 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



NO. 


Score 


Match 


Length DB 


ID 
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Sequence 


13, Appl 
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us- 


08 


-858 


-207A-516 


Sequence 


516, App 


41 


27 


50. 


9 


98 


3 


us- 


09 


-062 


-440-10 


Sequence 


10, Appl 


42 


27 


50. 


9 


98 


4 


us- 


09 


-712 


-495-10 


Sequence 


10, Appl 


43 


27 


50. 


9 


99 


4 


us- 


09 


-328 


-352-4669 


Sequence 


4669, Ap 


44 


26 


49. 


1 


20 


1 


us- 


07 


-940 


-861-4 


Sequence 


4, Appli 


45 


26 


49. 


1 


20 


1 


us- 


08 


-459 


-512-4 


Sequence 


4, Appli 



Title: US-09-929-924-15 
Perfect score: 53 

Sequence: 1 VSEEQKWQWA 12 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1276540 seqs, 311283816 residues 

Total number of hits satisfying chosen parameters: 533274 

Minimum DB seq length: 0 
Maximum DB seq length: 10 0 

Post -processing : Minimum Match 0% 

Maximum Match 10 0% 
Listing first 45 summaries 

Database : Published_Applications_AA: * 

1: /cgn2_6/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 

2 : /cgn2_6/ptodata/2/pubpaa/PCT_NEW_PUB.pep:* 

3 : /cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 

4 : /cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB.pep: * 

5 : /cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB .pep : * 

6 : /cgn2_6/ptodata/2/pubpaa/PCTUS_PUBCOMB.pep: * 

7 : /cgn2__6/ptodata/2/pubpaa/US08_NEW_PUB .pep : * 

8 : /cgn2_6/ptodata/2/pubpaa/US08_PUBCOMB .pep : * 

9 : /cgn2_6/ptodata/2/pubpaa/US09A_PUBCOMB . pep : * 

10: /cgn2_6/ptodata/2/pubpaa/US09B_PUBCOMB.pep: * 

11: / cgn2_6 /p t oda t a/ 2 /pubpaa/US 0 9C_PUBC0MB . pep : * 

12 : /cgn2_6/ptodata/2/pubpaa/US09_NEW_PUB.pep: * 

13 : /cgn2_6/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 

14 : /cgn2_6/ptodata/2/pubpaa/US10B_PUBCOMB.pep:* 

15 : /cgn2_6/ptodata/2/pubpaa/US10C_PUBCOMB.pep : * 

16: /cgn2_6/ptodata/2/pubpaa/US10_NEW_PUB.pep : * 

17 : /cgn2_6/ptodata/2/pubpaa/US60_NEW_PUB.pep: * 

18 : /cgn2_6/ptodata/2/pubpaa/US60_PUBCOMB.pep: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 
Match 


Length DB 


ID 


Description 


1 


53 


100.0 


12 


9 


US-09-929-924-15 


Sequence 15, Appl 


2 


53 


100. 0 


72 


9 


US-09-929-924-17 


Sequence 17, Appl 


3 


36 


67.9 


67 


14 


US-10-083-357-851 


Sequence 851, App 


4 


35 


66.0 


51 


9 


US-09-964-238-21 


Sequence 21, Appl 


5 


33 


62 .3 


89 


12 


US -10-424 -599-26603 8 


Sequence 266038, 


6 


32 


60.4 


57 


14 


US-10-293-086-123 


Sequence 123, App 


7 


32 


60.4 


65 


16 


US -10 -437 -963 -2 03 925 


Sequence 203925, 


8 


32 


60 .4 


73 


14 


US-10-029-386-29085 


Sequence 29085, A 


9 


31 


58.5 


50 


9 


US-09-757-049A-4 


Sequence 4, Appli 


10 


31 


58.5 


50 


9 


US-09-757-049A-5 


Sequence 5, Appli 
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54 . 7 
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29 
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A P\ 
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29 


2 9 


54 . 7 
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3 0 


29 


54 . 7 


59 


3 1 


2 9 


54 . 7 
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2 9 


54 . 7 


7 1 


33 


29 


54 . 7 


77 
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2 9 


P yl 1-7 

54 . 7 
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2 9 


54 . 7 
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p A 1-7 

54 . 7 
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3 8 


29 


54 . 7 
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39 


29 


54 . 7 


95 


40 


29 


54 . 7 


95 


41 


29 


54.7 


95 


42 


29 


54.7 


95 


43 


29 


54.7 


95 


44 


28 


52.8 


6 


45 


28 


52.8 


34 



9 US-09-757-049A-6 

12 US -10 -424 -599 -2 8043 3 
12 US -10 -424 -599 -2 114 64 
12 US- 10-424 -5 99-231423 
12 US-10-423-483-21 

15 US-10-220-587-21 

10 US-09-851-873-47 

12 US- 10 -424 -599-2 7042 0 
12 US-10-321-785-7 

9 US -09 -8 64 -761 -4642 9 
12 US -10 -424 -599 -169243 
12 US- 10 -4 24 -599-22 9964 

11 US-09-864-408A-984 

16 US-10-43 7-963-1462 06 

10 US-09-759-484-7 

12 US-09-988-493-158 
10 US-09-759-484-6 

12 US -10 -424 -599 -24 634 6 
14 US-10-097-534-54 
9 US -09 -864 -761-3 85 8 9 
9 US- 09- 864 -761-4314 6 
12 US -10 -424 -599 -267093 
9 US-09-867-550-902 
12 US- 10-424 -599-2 3 8 882 
9 US-09-910-150-22 

12 US-10-377-097-22 

13 US-10-013-379-38 

14 US-10-340-578-22 
9 US-09-910-150-18 
9 US-09-910-150-20 
12 US-10-377-097-18 
12 US-10-377-097-20 

16 US -10 -437 -963 -12 12 7 9 
9 US-09-929-924-18 
14 US-10-122-822-30 



Sequence 6, Appli 
Sequence 280433, 
Sequence 211464, 
Sequence 23142 3, 
Sequence 21, Appl 
Sequence 21, Appl 
Sequence 47, Appl 
Sequence 270420, 
Sequence 7, Appli 

Sequence 46429, A 
Sequence 169243, 
Sequence 229964, 
Sequence 984, App 
Sequence 146206, 
Sequence 7, Appli 
Sequence 158, App 
Sequence 6, Appli 
Sequence 246346, 
Sequence 54 , Appl 

Sequence 38589, A 

Sequence 43146, A 
Sequence 267093, 

Sequence 902, App 
Sequence 238882, 

Sequence 22, Appl 
Sequence 22, Appl 
Sequence 38, Appl 
Sequence 22, Appl 

Sequence 18, Appl 

Sequence 20, Appl 
Sequence 18, Appl 
Sequence 20, Appl 
Sequence 121279, 

Sequence 18, Appl 
Sequence 30, Appl 



Title: US- 09 -92 9 -924 -15 

Perfect score: 53 

Sequence: 1 VSEEQKWQWA 12 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283366 seqs, 96191526 residues 

Total number of hits satisfying chosen parameters: 37674 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : PIR_78:* 

1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match 


Length DB 


ID 


Description 


1 


33 


62 .3 


86 


2 


G71636 


acyl carrier prote 


2 


33 


62 .3 


86 


2 


A97848 


acyl carrier prote 


3 


31 


58.5 


99 


2 


S03525 


T-cell receptor al 


4 


30 


56.6 


76 


2 


T03810 


hypothetical prote 


5 


30 


56.6 


84 


2 


E64406 


t e t rahy drome t hanop 


6 


30 


56.6 


96 


2 


T09310 


thymidine kinase h 


7 


29 


54.7 


21 


2 


S51066 


ribosomal protein 


8 


29 


54.7 


51 


2 


E97132 


hypothetical prote 


9 


29 


54 .7 


75 


2 


H90187 


SSU ribosomal prot 


10 


29 


54 .7 


89 


2 


T52484 


ribosomal protein 


11 


28 


52 . 8 


29 


2 


S39968 


probable hydro -lya 


12 


28 


52 . 8 


45 


2 


T52278 


R2R3-MYB transcrip 


13 


28 


52 . 8 


70 


2 


149459 


acetylcholine rece 


14 


28 


52 .8 


78 


2 


E97844 


hypothetical prote 


15 


28 


52 .8 


83 


2 


H82356 


conserved hypothet 


16 


28 


52 . 8 


87 


2 


140623 


hypothetical prote 


17 


28 


52.8 


87 


2 


D97109 


uncharacterized co 


18 


28 


52 . 8 


89 


2 


B46356 


rev protein - simi 


19 


28 


52 .8 


90 


2 


D85627 


hypothetical prote 


20 


28 


52.8 


96 


2 


E69550 


conserved hypothet 


21 


28 


52 . 8 


98 


2 


C87404 


ribosomal protein 


22 


28 


52 . 8 


99 


2 


F64317 


hypothetical prote 


23 


27 


50 . 9 


52 


2 


S23750 


phosphoenolpyruvat 


24 


27 


50 . 9 


56 


2 


JW0072 


phosphoenolpyruvat 



25 


27 


50 9 


57 


9 


A3 9508 


lioocortin IV - ra 


26 


2 7 


SO 9 




9 


^17700 


hvrint - hpt~ i pa 1 riTotp 


27 


27 


50 9 




9 


T01101 

X V X -1- V -1- 


hvr>othet ical nrote 


28 


11 


50 9 


60 


9 


S02189 


hvDothet ical Dirote 


9 Q 


9 7 


en 9 


69 


9 


pq n R7 0 

L7UO / U 


h^rrioh Vi ^ f~ "i 1 n rnf £a 


3 0 


97 


SO 9 


69 


9 


AT073 9 


rnn^PTVPri hvnothpt 


31 


11 


SO 9 


64 


9 


T3 6 824 

1 J U O ii T 


hvnoi - hpt~ i ca 1 riTOte 




11 


50 9 


67 


9 


C84 956 


pel 1 division nrot 




9 7 


SO 9 


6 9 


9 


F64R84 
r ot o ot 


YuCl^> ULULC1H DOU 


34 


97 


50 9 


73 


9 


F)0 3 94 9 


Vi vm Pi 1~ Vi ^ t - "i ra 1 nrnhp 




11 


50 9 


86 


9 


F8574 8 


unlcnown ri'rrit'e^'i n pn 

UlllVllV Wll Am \J -1- 1 1 ^11 


36 


21 


50 . 9 


87 


2 


D69971 


conseirved hvnothet 


37 


21 


50 9 


91 


2 


D86503 


hvDOthetical nrnte 

llJr^Wk>llblvJ.V«UX ^/J.V^k>^ 


38 


21 


50 . 9 


91 


2 


C72119 


hvoothet ical "Dirote 


39 


11 


50 9 


93 


9 


A3 34 72 


fTan^rri nt" i on Tf^an 

L. 1. Q11D U 1. -L -L <^11 1 C^jU 


40 


21 


50.9 


94 


2 


H95222 


chaperonin, 10 kDa 


41 


21 


50.9 


94 


2 


A99087 


cochaperonin GroES 


42 


21 


50.9 


97 


2 


S75011 


hypothetical prote 


43 


21 


50 . 9 


98 


2 


AG1825 


hypothetical prote 


44 


26 


49.1 


44 


2 


S40297 


phosphoenolpyruvat 


45 


26 


49.1 


56 


2 


T03658 


phosphoenolpyruvat 



Title: 

Perfect score: 
Sequence : 



US-09-929-924-15 
53 

1 VSEEQKWQWA 12 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 141681 seqs, 52070155 residues 

Total number of hits satisfying chosen parameters: 15046 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : SwissProt_42 : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



NO. 


Score 


Match 


Length DB 


ID 


Description 


1 


33 


62 


.3 


86 


1 


ACP_RICCN 


Q92gd8 


rickettsia 


2 


33 


62 


.3 


86 


1 


ACP_RICPR 


Q9zch9 


rickettsia 


3 


30 


56 


.6 


84 


1 


MTRG_METJA 


Q58263 


methanococc 


4 


29 


54 


.7 


80 


1 


CLVA_STYCL 


P80710 


styela clav 


5 


29 


54 


.7 


88 


1 


RS15_THETH 


P80378 


thermus the 


6 


29 


54 


.7 


91 


1 


RL31_PYRAE 


Q8ztu2 


pyrobaculum 


7 


29 


54 


.7 


95 


1 


RELX_ECOLI 


Q60228 


escherichia 


8 


28 


52 


.8 


80 


1 


COXK_PIG 


Q8spj9 


sus scrofa 


9 


28 


52 


.8 


87 


1 


YG97_CLOAB 


P33660 


Clostridium 


10 


28 


52 


.8 


89 


1 


REV_SIVAG 


P27981 


simian immu 


11 


28 


52 


. 8 


99 


1 


Y141_METJA 


Q57606 


methanococc 


12 


27 


50 


. 9 


25 


1 


ACP_ALCFA 


P80917 


alcaligenes 


13 


27 


50 


. 9 


60 


1 


PHX1_M0USE 


P15973 


mus musculu 


14 


27 


50 


. 9 


67 


1 


FTSL_BUCAI 


P57318 


buchnera ap 


15 


27 


50 


.9 


69 


1 


YDAC_ECOLI 


P33230 


escherichia 


16 


27 


50 


.9 


70 


1 


R17E_METKA 


Q8tuz3 


methanopyru 


17 


27 


50 


.9 


93 


1 


SP3D_BACSU 


P15281 


bacillus su 


18 


27 


50 


. 9 


94 


1 


CH10JSTRMT 


Q8gbb7 


streptococc 


19 


27 


50 


. 9 


94 


1 


CH10_STROR 


Q8kiy4 


streptococc 


20 


27 


50 


.9 


94 


1 


CH10JSTRPN 


Q97nv3 


streptococc 


21 


27 


50 


. 9 


94 


1 


CH10_STRR6 


Q8cwn9 


streptococc 


22 


26 


49 


. 1 


23 


1 


COXK_CANFA 


Q9trz8 


canis famil 


23 


26 


49 


. 1 


25 


1 


ACP_ACICA 


P80916 


acinetobact 


24 


26 


49 


. 1 


29 


1 


COXK_SHEEP 


Q9tr28 


ovis aries 


25 


26 


49 


.1 


42 


1 


Y16N_BPT4 


P39249 


bacteriopha 


26 


26 


49 


. 1 


69 


1 


YQ12_VIBCH 


Q9knw8 


vibrio chol 


.27 


26 


49 


. 1 


74 


1 


MTRG_METKA 


032868 


methanopyru 


28 


26 


49 


.1 


79 


1 


ACP1_RALS0 


Q8y0jl 


ralstonia s 
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J U 
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J X 
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A Q 
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o U 


X 


pAvi/ MOTTCTT 






O Z 


z o 


A Q 

4 y . 


X 


o X 


X 




y / uyy z 


■y-Vi /^(^ on n vol "I 
x. nuuup 1IC11 




z b 


A Q 

4 y . 


J. 


Q A 
o4 


X 


VTil "5 Mt?T TJ\ 

iJJj j l v lrjXu>i 




m i - a ~n o z -1 a 


.54 


z o 


A Q 

4 y . 


_L 


Q Q 

y y 


X 




no tHw^ 


II iy Up J. d o 1 1 id 




Z D 


4 / . 


Z 


1 Q 

x y 


X 


r xdo vujjvU 


r* X *t *t O Z 


\ti 1 1 in 1 1 n 

V UipCiS V Uip 


J D 


z b 


A 1 

4 / . 


Z 


"3 1 


X 


T?TUT3 fAMTA 

r L&il LAJNrA 


DPI 

FU Z Off 


r^anT e farm 1 
Cdlllb XdlUXX 


J / 


Z O 


A 1 
4 / . 


Z 


i n 


X 


KXj jO l v l X v*o.tt. 


C\ Q T*r?^r Q 
y-?x UV 27 


[ i iy up ictoii td 


1 Q 
J O 


zb 


A 1 


z 


D U 


X 


AMAC VU ACT 


ro uy O / 


SdCcridiromyc 


39 


25 


47 . 


2 


56 


1 


YD96 HAEIN 


F4 4174 


naemopni lus 


40 


25 


47 . 


2 


60 


1 


YG9A_CL0TE 


P60083 


Clostridium 


41 


25 


47 . 


2 


63 


1 


ITR4_LUFCY 


P34950 


luffa cylin 


42 


25 


47. 


2 


66 


1 


Y82 8_METJA 


Q58238 


methanococc 


43 


25 


47. 


2 


67 


1 


Y73 7_ARCFU 


029521 


archaeoglob 


44 


25 


47. 


2 


70 


1 


SIX1_LEIQU 


P19856 


leiurus qui 


45 


25 


47. 


2 


70 


1 


YD2 0 VIBVU 


Q8dcs6 


vibrio vuln 



Title: US-09-929-924-15 
Perfect score: 53 

Sequence: 1 VSEEQKWQWA 12 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1017041 seqs, 315518202 residues 

Total number of hits satisfying chosen parameters: 175362 

Minimum DB seq length: 0 
Maximum DB seq length: 100 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : SPTREMBL_2 5 : * 

1 : sp_archea : * 

2 : sp_bacteria : * 

3 : sp_f ungi : * 

4 : sp_human : * 

5 : sp_invertebrate : * 

6 : sp_mammal : * 

7 : sp_mhc : * 

8 ; sp_organelle : * 

9 : sp_phage : * 

10: spjplant:* 

11: sp_rodent:* 

12: sp_virus:* 

13 : sp_vertebrate : * 

14: sp_unclassif ied: * 

15 : sp_rvirus : * 

16: sp_bacteriap : * 

17 : sp_archeap : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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